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Leu Gly Thr Ala Val Pro Ser Thr Gly Ala Ser Lys Ser Lys Arg Gin 
20 25 30 

get cag caa atg gtt cag ccc cag tec ccg gtg get gtc agt caa age 144. 
Ala Gin Gin Met Val Gin Pro Gin Ser Pro Val Ala Val Ser Gin Ser 
35 40 45 

aag ccc ggt tgt tat gac aat gga aaa cac tat cag ata aat caa cag 192 
Lys Pro Gly Cys Tyr Asp Asn Gly Lys His Tyr Gin Me Asn Gin Gin 
50 55 60 

tgg gag egg ace tac eta ggc aat gcg ttg gtt tgt act tgt tat gga 240 
Trp Glu Arg Thr Tyr Leu Gly Asn Ala Leu Val Cys Thr Cys Tyr Gly 
65 70 75 80 

gga age cga ggt ttt aac tgc gag agt aaa cct gaa get gaa gag act 288 
Gly Ser Arg Gly Phe Asn Cys Glu Ser Lys Pro Glu Ala Glu Glu Thr 
85 90 95 

tgc ttt gac aag tac act ggg aac act tac cga gtg ggt gac act tat 336 
Cys Phe Asp Lys Tyr Thr Gly Asn Thr Tyr Arg Val Gly Asp Thr Tyr 
100 105 110 



gag cgt cct aaa gac tec atg ate tgg gac tgt ace tgc ate ggg get 384 
Glu Arg Pro Lys Asp Ser Met Me Trp Asp Cys Thr Cys Me Gly Ala 
115 120 125 
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ggg cga ggg aga ata age tgt acc ate gca aac cgc tgc cat gaa ggg 432 
Gly Arg Gly Arg I le Ser Cys Thr I le Ala Asn Arg Cys His Glu Gly 
130 135 140 

ggt cag tec tac aag att ggt gac acc tgg agg aga cca cat gag act 480 
Gly Gin Ser Tyr Lys Me Gly Asp Thr Trp Arg Arg Pro His Glu Thr 
145 150 155 160 

ggt ggt tac atg tta gag tgt gtg tgt ctt ggt aat gga aaa gga gaa 528 
Gly Gly Tyr Met Leu Glu Cys Val Cys Leu Gly Asn Gly Lys Gly. Glu 
165 170 175 

tgg acc tgc aag ccc ata get gag aag tgt ttt gat cat get get ggg 576 
Trp Thr Cys Lys Pro lie Ala Glu Lys Cys Phe Asp His Ala Ala Gly 
180 185 190 

act tec tat gtg gtc gga gaa acg tgg gag aag ccc tac caa ggc tgg 624 
Thr Ser Tyr Val Val Gly Glu Thr Trp Glu Lys Pro Tyr Gin Gly Trp 
195 200 205 

atg atg gta gat tgt act tgc ctg gga gaa ggc age gga cgc ate act 672 
Met Met Val Asp Cys Thr Cys Leu Gly Glu Gly Ser Gly Arg I le Thr 
210 215 220 

tgc act tct aga aat aga tgc aac gat cag gac aca agg aca tec tat 720 
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Cys Thr Ser Arg Asn Arg Cys Asn Asp Gin Asp Thr' Arg Thr Ser Tyr 
225 230 235 240 

aga att gga gac acc tgg age aag aag gat aat cga gga aac ctg etc 768 
Arg lie Gly Asp Thr Trp Ser Lys Lys Asp Asn Arg Gly Asn Leu Leu 
245 250 255 



cag tgc ate tgc aca ggc aac ggc cga gga gag tgg aag tgt gag agg 
Gin Cys He Cys Thr Gly Asn Gly Arg Gly Glu Trp Lys Cys Glu Arg 
260 265 270 



816 



cac acc tct gtg cag acc. aca teg age gga tct ggc ccc ttc acc gat 
His Thr Ser Val Gin Thr Thr Ser Ser Gly Ser Gly Pro Phe Thr Asp 
275 280 285 



864 



gtt cgt gca get gtt tac caa ccg cag cct cac ccc cag cct cct ccc 912 
Val Arg Ala Ala Val Tyr Gin Pro Gin Pro His Pro Gin Pro Pro Pro 
290 295 300 

tat ggc cac tgt gtc aca gac agt ggt gtg gtc tac tct gtg ggg atg 960 
Tyr Gly His Cys Val Thr Asp Ser Gly Val Val Tyr Ser Val Gly Met 
305 310 315 320 



cag tgg ctg aag aca caa gga aat aag caa atg ctt tgc acg tgc ctg 1008 
Gin Trp Leu Lys Thr Gin Gly Asn Lys Gin Met Leu Cys Thr Cys Leu 
325 330 335 
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ggc aac gga gtc age tgc caa gag aca get gta acc cag act tac ggt 1056 
Gly Asn Gly Val Ser Cys Gin Glu Thr Ala Val Thr Gin Thr Tyr Gly 
340 345 350 

ggc aac tea aat gga gag cca tgt gtc tta cca ttc acc tac aat ggc 1104 
Gly Asn Ser Asn Gly Glu Pro Cys Val Leu Pro Phe Thr Tyr Asn Gly 
355 360 365 

agg acg gac age aca act teg aat tat gag cag gac cag aaa tac tct 1152 
Arg Thr Asp Ser Thr Thr Ser Asn Tyr Glu Gin Asp Gin Lys Tyr Ser 
370 375 380 

ttc tgc aca gac cac act gtt ttg gtt cag act cga gga gga aat tec 1200 
Phe Cys Thr Asp His Thr Val Leu Val Gin Thr Arg Gly Gly Asn Ser 
385 390 395 400 

aat ggt gee ttg tgc cac ttc ccc ttc eta tac aac aac cac aat tac 1248 
Asn Gly Ala Leu Cys His Phe Pro Phe Leu Tyr Asn Asn His Asn Tyr 
405 410 415 

act gat tgc act tct gag ggc aga aga gac aac atg aag tgg tgt ggg 1296 
Thr Asp Cys Thr Ser Glu Gly Arg Arg Asp Asn Met Lys Trp Cys Gly 
420 425 430 

acc aca cag aac tat gat gee gac cag aag ttt ggg ttc tgc ccc atg 1344 
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Thr Thr Gin Asn Tyr Asp A I a. Asp Gin Lys Phe Gly Phe Cys Pro Met 
435 440 445 

get gec cac gag gaa ate tgc aca acc aat gaa ggg gtc atg tac cgc 1392 

Ala Ala His Glu Glu Me Cys Thr Thr Asn Glu Gly Val Met Tyr Arg 

450 455 460 



att gga gat cag tgg gat aag cag cat gac atg ggt cac atg atg agg 
I le Gly Asp Gin Trp Asp Lys Gin His Asp Met Gly His Met Met Arg 
465 470 475 480 



1440 



tgc acg tgt gtt ggg aat ggt cgt ggg gaa tgg aca tgc att gec tac 1488 
Cys Thr Cys Val Gly Asn Gly Arg Gly Glu Trp Thr Cys He Ala Tyr 
485 490 495 



teg cag ctt cga gat cag tgc att gtt gat gac ate act tac aat gtg 1536 
Ser Gin Leu Arg Asp Gin Cys Me Val Asp Asp I le Thr Tyr Asn Val 
500 505 510 

aac gac aca ttc cac aag cgt 
Asn Asp Thr Phe His Lys Arg 
515 

aca tgc ttc ggt cag ggt egg ggc agg tgg aag tgt gat ccc gtc gac 1632 
Thr Cys Phe Gly Gin Gly Arg Gly Arg Trp Lys Cys Asp Pro Val Asp 
530 535 540 



cat gaa gag ggg cac atg ctg aac tgt 1584 
His Glu Glu Gly His Met Leu Asn Cys 
520 525 
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caa tgc cag gat tea gag act ggg acg ttt tat caa att gga gat tea 1680 
Gin Cys Gin Asp Ser Glu Thr Gly Thr Phe Tyr Gin lie Gly Asp Ser 
545 550 555 560 



tgg gag aag tat gtg cat ggt gtc aga tac cag tgc tac tgc tat ggc 1728 

Trp Glu Lys Tyr Val His Gly Val Arg Tyr Gin Cys Tyr Cys Tyr Gly 

565 570 575 

cgt ggc att ggg gag tgg cat tgc caa cct tta cag acc tat cca age 1776 

Arg Gly lie Gly Glu Trp His Cys Gin Pro Leu Gin Thr Tyr Pro Ser 
580 585 590 

tea agt ggt cct gtc gaa gta ttt ate act gag act ccg agt cag ccc 1824 

Ser Ser Gly'Pro Val Glu Val Phe Me Thr Glu Thr Pro Ser Gin Pro 
595 600 605 



aac tec cac ccc ate cag tgg aat gca cca cag cca tct cac att tec 1872 

Asn Ser His Pro Me Gin Trp Asn Ala Pro Gin Pro Ser His Me Ser 
610 615 620 

aag tac att etc agg tgg aga cct gtg agt ate cca ccc aga aac ctt 1920 

Lys Tyr Me Leu Arg Trp Arg Pro Val Ser Me Pro Pro Arg Asn Leu 

625 630 635 640 



gga tac tga 



1929 
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<210> 2 

<211> 642 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Leu Arg Gly Pro Gly Pro Gly Leu Leu Leu. Leu Ala Val Gin Cys 
15 10 15 

Leu Gly Thr Ala Val Pro Ser Thr Gly Ala Ser Lys Ser Lys Arg Gin 
20 25 30 

Ala Gin Gin Met Val Gin Pro Gin Ser Pro Val Ala Val Ser Gin Ser 
35 40 45 

Lys Pro Gly Cys Tyr Asp Asn Gly Lys His Tyr Gin I le Asn Gin Gin 
50 55 60 
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Trp Glu Arg Thr Tyr Leu Gly Asn Ala Leu Val Cys Thr Cys Tyr Gly 
65 70 75 80 

Gly Ser Arg Gly Phe Asn Cys Glu Ser Lys Pro Glu Ala Glu Glu Thr 
85 90 95 

Cys Phe Asp Lys Tyr Thr Gly Asn Thr Tyr Arg Val Gly Asp Thr Tyr 
100 105 110 

Glu Arg Pro Lys Asp Ser Met I le Trp Asp Cys Thr Cys I le Gly Ala 
115 120 125 

Gly Arg Gly Arg lie Ser Cys Thr lie Ala Asn Arg Cys His Glu Gly 
130 135 140 

Gly Gin Ser Tyr Lys lie Gly Asp Thr Trp Arg Arg Pro His Glu Thr 
145 150 155 160 
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Gly Gly Tyr Met Leu Glu Cys Val Cys Leu Gly Asn Gly Lys Gly Glu 
165 170 175 

Trp Thr Cys Lys Pro I le Ala Glu Lys Cys Phe Asp His Ala Ala Gly 
180 185 190 

Thr Ser Tyr Val Val Gly Glu Thr Trp Glu Lys Pro Tyr Gin Gly Trp 
195 200 205 

Met Met Val Asp Cys Thr Cys Leu Gly Glu Gly Ser Gly Arg Me Thr 
210 215 220 

Cys Thr Ser Arg Asn Arg Cys Asn Asp Gin Asp Thr Arg Thr Ser Tyr 
225 230 235 240 

Arg I le Gly Asp Thr Trp Ser Lys Lys Asp Asn Arg Gly Asn Leu Leu 
245 250 255 

Gin Cys lie Cys Thr Gly Asn Gly Arg Gly Glu Trp Lys Cys Glu Arg 
260 265 270 
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His Thr Ser Val Gin Thr Thr Ser Ser Gly Ser Giy Pro Phe Thr Asp 
275 280 285 

Val Arg Ala Ala Val Tyr Gin Pro Gin Pro His Pro Gin Pro Pro Pro 
290 295 300 

Tyr Gly His Cys Val Thr Asp Ser Gly Val Val Tyr Ser Val Gly Met 
305 310 315 320 

Gin Trp Leu Lys Thr Gin Gly Asn Lys Gin Met Leu Cys Thr Cys Leu 
325 330 335 

Gly Asn Gly Val Ser Cys Gin Glu Thr Ala Val Thr Gin Thr Tyr Gly 
340 345 350 

Gly Asn Ser Asn Gly Glu Pro Cys Val Leu Pro Phe Thr Tyr Asn Gly 
355 360 365 
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Arg Thr Asp Ser Thr Thr Ser Asn Tyr Glu Gin Asp Gin Lys Tyr Ser 
370 375 380 

Phe Cys Thr Asp His Thr Val Leu Val Gin Thr Arg Gly Gly Asn Ser 
385 390 395 400 

Asn Gly Ala Leu Cys His Phe Pro Phe Leu Tyr Asn Asn His Asn Tyr 
405 410 415 

Thr Asp Cys Thr Ser Glu Gly Arg Arg Asp Asn Met Lys Trp Cys Gly 
420 425 430 

Thr Thr Gin Asn Tyr Asp Ala Asp Gin Lys Phe Gly Phe Cys Pro Met 
435 440 445 

Ala Ala His Glu Glu Me Cys Thr Thr Asn Glu Gly Val Met Tyr Arg 
450 455 460 

Me Gly Asp Gin Trp Asp Lys Gin His Asp Met Gly His Met Met Arg 
465 470 475 480 
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Cys Thr Cys Val Gly Asn Gly Arg Gly Glu Trp Thr Cys lie Ala Tyr 
485 490 495 



Ser Gin Leu Arg Asp Gin Cys lie Val Asp Asp lie Thr Tyr Asn Val 
500 505 510 



Asn Asp Thr Phe His Lys Arg His Glu Glu Gly His Met Leu Asn Cys 
515 520 525 



Thr Cys Phe Gly Gin Gly Arg Gly Arg Trp Lys Cys Asp Pro Val Asp 
530 535 540 



Gin Cys Gin Asp Ser Glu Thr Gly Thr Phe Tyr Gin lie Gly Asp Ser 
545 550 555 560 



Trp Glu Lys Tyr Val His Gly Val Arg Tyr Gin Cys Tyr Cys Tyr Gly 
565 570 575 
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Arg Gly lie Gly Glu Trp His Cys Gin Pro Leu Gin Thr Tyr Pro Ser 
580 585 590 

Ser Ser Gly Pro Val Glu Val Phe I le Thr Glu Thr Pro Ser Gin Pro 
595 600 605 

Asn Ser His Pro Me Gin Trp Asn Ala Pro Gin Pro Ser His Me Ser 
610 615 620 

Lys Tyr I le Leu Arg Trp Arg Pro Val Ser lie Pro Pro Arg Asn Leu 
625 630 635 640 

Gly Tyr 



<210> 3 

<211> 1437 

<212> DNA 

<213> Mus musculus 

<220> 
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<221> CDS 

<222> (1).. (1437) 

<223> vitronectin 



<400> 3 

atg gca ccc ctg agg ccc ttt ttc ata eta gec ctg gtg gca tgg gtt 

Met Ala Pro Leu Arg Pro Phe Phe lie Leu Ala Leu Va! Ala Trp Val 
15 10 15 



48 



tct ctg get gac caa gag tea tgc aag ggc cgc tgc act cag ggt ttc 
Ser Leu Ala Asp Gin Glu Ser Cys Lys Gly Arg Cys Thr Gin Gly Phe 
20 25 30 



96 



atg gec age aag aag tgt cag tgt gac gag ctt tgc act tac tat cag 
Met Ala Ser Lys Lys Cys Gin Cys Asp Glu Leu Cys Thr Tyr Tyr Gin 
35 40 45 



144 



age tgc tgt gec gac tac atg gag cag tgc aag ccc caa gta acg egg 
Ser Cys Cys Ala Asp Tyr Met Glu Gin Cys Lys Pro Gin Val Thr Arg 
50 55 60 



192 



ggg gac gtg ttc act atg cca gag gat gat tat tgg age tat gac tac 
Gly Asp Val Phe Thr Met Pro Glu Asp Asp Tyr Trp Ser Tyr Asp Tyr 
65 70 75 80 



240 
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gtg gag gag ccc aag aac aat acc aac acc ggt gtg caa ccc gag aac 288 
Val Glu GIu Pro Lys Asn Asn Thr Asn Thr Gly Val Gin Pro Glu Asn 
85 90 95 

acc tct cca ccc ggt gac eta aat cct egg acg gac ggc act eta' aag 336 
Thr Ser Pro Pro Gly Asp Leu Asn Pro Arg Thr Asp Gly Thr Leu Lys 
100 105 110 



ccg aca gec ttc eta gat cct gag gaa cag cca age acc cca gcg cct 384 
Pro Thr Ala Phe Leu Asp Pro Glu Glu Gin Pro Ser Thr Pro Ala Pro 
115 120 125 



aaa gtg gag caa cag gag gag ate eta agg ccc gac acc act gat caa . 432 
Lys Val Glu Gin Gin Glu Glu Me Leu Arg Pro Asp Thr Thr Asp Gin 
130 135 140 

ggg acc cct gag ttt cca gag gaa gaa ctg tgc agt gga aag ccc ttt 480 
Gly Thr Pro Glu Phe Pro Glu Glu Glu Leu Cys Ser Gly Lys Pro Phe 
145 150 155 160 

gac gec ttc acg gat etc aag aat ggg tec etc ttt gec ttc cga ggg 528 
Asp Ala Phe Thr Asp Leu Lys Asn Gly Ser Leu Phe Ala Phe Arg Gly 
165 170 175 

cag tac cgc tgt gag eta gat gag acg gca gtg agg cct ggg tac ccc 576 
Gin Tyr Arg Cys Glu Leu Asp Glu Thr Ala Val Arg Pro Gly Tyr Pro 
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180 185 190 

aaa ctt ate caa gat gtc tgg ggc att gag ggc ccc ate gat get gee 624 
Lys Leu I le Gin Asp Val Trp Gly I le Glu Gly Pro I le Asp Ala Ala 
195 200 205 

ttc act cgc ate aac tgt cag ggg aag acc tac ttg ttc aag ggt agt 672 
Phe Thr Arg I le Asn Cys Gin Gly Lys Thr Tyr Leu Phe Lys Gly Ser 
210 215 220 

cag tac tgg cgc ttt gag gat ggg gtc ctg gac cct ggt tat 
Gin Tyr Trp Arg Phe Glu Asp Gly Val Leu Asp Pro Gly Tyr 
225 230 235 



ccc cga 720 
Pro Arg 
240 



aac ate tec gaa ggc ttc agt ggc ata cca gac aat gtt gat gca gcg 768 
Asn He Ser Glu Gly Phe Ser Gly lie Pro Asp Asn Val Asp Ala Ala 
245 250 255 



ttc gee ctt cct gec cac cgt tac agt ggc egg gaa agg gtc tac ttc 816 
Phe Ala Leu Pro Ala His Arg Tyr Ser Gly Arg Glu Arg Val Tyr Phe 
260 265 270 

ttc aag ggg aag cag tac tgg gag cac gaa ttt cag cag caa ccc age 864 
Phe Lys Gly Lys Gin Tyr Trp Glu His Glu Phe Gin Gin Gin Pro Ser 
275 280 285 
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cag gag gag tgc gaa ggc age tct ctg tea gec gtg ttt gag cac ttt 912 
Gin Glu Glu Cys Glu Gly Ser Ser Leu Ser Ala Val Phe Glu His Phe 
290 295 300 

gec ttg ctt cag egg gac age tgg gag, aac att ttc gaa etc etc ttc 960 
Ala Leu Leu Gin Arg Asp Ser Trp Glu Asn lie Phe Glu Leu Leu Phe 
305 310 315 320 



tgg ggc aga tec tct gat gga gec aga gaa ccc caa ttc ate age egg 1008 
Trp Gly Arg Ser Ser Asp Gly Ala Arg Glu Pro Gin Phe I ie Ser Arg 
325 330 335 

aac tgg cat ggt gtg cca ggg aaa gtg gac get get atg gee ggc cgc 1056 
Asn Trp His Gly Val Pro Gly Lys Val Asp Ala Ala Met Ala Gly Arg 
340 345 350 

ate tac gtc act ggc tec tta tec cac tct gee caa gee aaa aaa cag 1104 
He Tyr Val Thr Gly Ser Leu Ser His Ser Ala Gin Ala Lys Lys Gin 
355 360 365 

ccg tct aag cgt aga age cga aag cgc tat cgt tea cgc cga ggg cgt 1152 
Pro Ser Lys Arg Arg Ser Arg Lys Arg Tyr Arg Ser Arg Arg Gly Arg 
370 375 380 

ggc cac aga cgc age cag age teg aac tec cgt cgt tea tea cgt tea 1200 
Gly His Arg Arg Ser Gin Ser Ser Asn Ser Arg Arg Ser Ser Arg Ser 
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385 



390 



395 



400 



ate tgg ttc tct ttg ttc tec age gag gag agt ggg eta gga ace tac 1248 
lie Trp Phe Ser Leu Phe Ser Ser Glu Glu Ser Gly Leu Gly Thr Tyr 
405 410 415 

aac aac tat gat tat gat atg gac tgg ctt gta cct gee acc tgc gag 1296 
Asn Asn Tyr Asp Tyr Asp Met Asp Trp Leu Val Pro Ala Thr Cys Glu 
420 425 430 

ccc att cag age gtc tat ttc ttc tct gga gac aiaa tac tac cga gtc 1344 
Pro lie Gin Ser Val Tyr Phe Phe Ser Gly Asp Lys Tyr Tyr Arg Val 
435 440 445 

aac ctt aga acc egg cga gtg gac tct gtg aat cct ccc tac cca cgc 1392 
Asn Leu Arg Thr Arg Arg Val Asp Ser Val Asn Pro Pro Tyr Pro Arg 
450 455 460 



tec att get cag tat tgg ctg ggc tgc ccg acc tct gag aag tag 1437 
Ser I le Ala Gin Tyr Trp Leu Gly Cys Pro Thr Ser Glu Lys 
465 470 475 



<210> 4 
<211> 478 
<212> PRT 
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<213> Mus musculus 
<400> 4 

Met Ala Pro Leu Arg Pro Phe Phe Me Leu Ala Leu Val Ala Trp Val 
15 10 15 

Ser Leu Ala Asp Gin Glu Ser Cys Lys Gly Arg Cys Thr Gin Gly Phe 
20 25 30 

Met Ala Ser Lys Lys Cys Gin Cys Asp Glu Leu Cys Thr Tyr Tyr Gin 
35 40 45 

Ser Cys Cys Ala Asp Tyr Met Glu Gin Cys Lys Pro Gin Val Thr Arg 
50 55 60 

Gly Asp Val Phe Thr Met Pro Glu Asp Asp Tyr Trp Ser Tyr Asp Tyr 
65 70 75 80 

Val Glu Glu Pro Lys Asn Asn Thr Asn Thr Gly Val Gin Pro Glu Asn 
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85 90 95 

Thr Ser Pro Pro Gly Asp Leu Asn Pro Arg Thr Asp Gly Thr Leu Lys 
100 105 110 

Pro Thr Ala Phe Leu Asp Pro Glu Glu Gin Pro Ser Thr Pro Ala Pro 
115 120 125 

Lys Val Glu Gin Gin Glu Glu Me Leu Arg Pro Asp Thr Thr Asp Gin 
130 135 140 

Gly Thr Pro Glu Phe Pro Glu Glu Glu Leu Cys Ser Gly Lys Pro Phe 
145 150 155 160 

Asp. Ala Phe Thr Asp Leu Lys Asn Gly Ser Leu Phe Ala Phe Arg Gly 
165 170 175 

Gin Tyr Arg Cys Glu Leu Asp Glu Thr Ala Val Arg Pro Gly Tyr Pro 
180 185 190 
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Lys Leu lie Gin Asp Val Trp Gly Me Glu Gly Pro lie Asp Ala Ala 
195 200 205 

Phe Thr Arg He Asn Cys Gin Gly Lys Thr Tyr Leu Phe Lys Gly Ser 
210 215 220 

Gin Tyr Trp Arg Phe Glu Asp Gly Val Leu Asp Pro Gly Tyr Pro Arg 
225 230 235 240 

Asn He Ser Glu Gly Phe Ser Gly lie Pro Asp Asn Val Asp Ala Ala 
245 250 255 

Phe Ala Leu Pro Ala His Arg Tyr Ser Gly Arg Glu Arg Val Tyr Phe 
260 265 270 

Phe Lys Gly Lys Gin Tyr Trp Glu His Glu Phe Gin Gin Gin Pro Ser 
275 280 285 

Gin Glu Glu Cys Glu Gly Ser Ser Leu Ser Ala Val Phe Glu His Phe 
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290 295 300 

Ala Leu Leu Gin Arg Asp Ser Trp Glu Asn lie Phe Glu Leu Leu Phe 
305 310 315 320 

Trp Gly Arg Ser Ser Asp Gly Ala Arg Glu Pro Gin Phe lie Ser Arg 
325 330 335 

Asn Trp His Gly Val Pro Gly Lys Val Asp Ala Ala Met Ala Gly Arg 
340 345 350 

lie Tyr Val Thr Gly Ser Leu Ser His Ser Ala Gin Ala Lys Lys Gin 
355 360 365 

Pro Ser Lys Arg Arg Ser Arg Lys Arg Tyr Arg Ser Arg Arg Gly Arg 
370 375 380 

Gly His Arg Arg Ser Gin Ser Ser Asn Ser Arg Arg Ser Ser Arg Ser 
385 390 395 400 
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I le Trp Phe Ser Leu Phe Ser Ser Glu Glu Ser Gly Leu Gly Thr Tyr 
405 410 415 

Asn Asn Tyr Asp Tyr Asp Met Asp Trp Leu Val Pro Ala Thr Cys Glu 
420 425 430 

Pro Me Gin Ser Val Tyr Phe Phe Ser Gly Asp Lys Tyr Tyr Arg Val 
435 440 445 

Asn Leu Arg Thr Arg Arg Val Asp Ser Val Asn Pro Pro Tyr Pro Arg 
450 455 460 

Ser I le Ala Gin Tyr Trp Leu Gly Cys Pro Thr Ser Glu Lys 
465 470 475 

<210> 5 

<211> 9511 

<212> DNA 

<213> Mus musculus 
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<220> 

<221> CDS 

<222> (121).. (9372) 

<223> Iaminirr2 alpha chain 



<400> 5 

ggcacgagct gcaactccgt gggctccggg aggagtggat ctgctccggc caggatgcct 60 

gcggccaccg ccgggatcct cttgctcctg ctcttgggga cgctcgaagg ctcccagact 120 

cag egg cga cag tec caa gcg cat caa cag aga ggt tta ttt cct get 168 
Gin Arg Arg Gin Ser Gin Ala His Gin Gin Arg Gly Leu Phe Pro Ala 
1 5 10 15 

gtc ctg aat ctt get teg aat gca etc ate aca ace aat get aca tgt 216 
Val Leu Asn Leu Ala Ser Asn Ala Leu lie Thr Thr Asn Ala Thr Cys 
20 25 30 

ggg gaa aaa gga ccc gag atg tac tgc aag ttg gtg gaa cat gtc ccc 264 
Gly Glu Lys Gly Pro GIu Met Tyr Cys Lys Leu Val Glu His Val Pro 
35 40 45 

ggg cag cct gtg agg aac cct cag tgc cga ate tgc aat cag aac age 312 
Gly Gin Pro Val Arg Asn Pro Gin Cys Arg lie Cys Asn Gin Asn Ser 
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50 55 60 

age aat cca tac cag agg cac ccg att acg aat get att gat ggc aag 360 
Ser Asn Pro Tyr Gin Arg His Pro I le Thr Asn Ala I le Asp Gly Lys 
65 70 75 80 

aac aca tgg tgg cag agt ccc agt ate aag aat gga gtg gaa tac cat 408 
Asn Thr Trp Trp Gin Ser Pro Ser I le Lys Asn Gly Val Glu Tyr His 
85 90 95 

tat gtg aca att act ctg gat tta cag cag gtg ttc cag att gec tac 456 
Tyr Val Thr lie Thr Leu Asp Leu Gin Gin Val Phe Gin lie Ala Tyr 
100 105 110 

gta att gtg aag gca gec aat tec cct egg cct gga aac tgg att ttg 504 
Val lie Val Lys Ala Ala Asn Ser Pro Arg Pro Gly Asn Trp I le Leu 
115 120 125 

gaa cgt tec ctg gat gac gtg gag tac aaa ccc tgg cag tat cat gcg 552 
Glu Arg Ser Leu Asp Asp Val Glu Tyr Lys Pro Trp Gin Tyr His Ala 
130 135 140 

gtg aca gac acg gag tgc ctg ace etc tac aat ate tat ccc cgc act 600 
Val Thr Asp Thr Glu Cys Leu Thr Leu Tyr Asn lie Tyr Pro Arg Thr 
145 150 155 160 
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gga cca cca tec tac gec aaa gat gat gag gtc ate tgc act tea ttt 648 
Gly Pro Pro Ser Tyr Ala Lys Asp Asp 6!u Val I le Cys Thr Ser Phe 
165 170 175 

tat teg aag ate cac cct tta gaa aat gga gag att cac att tct ttg 696 
Tyr Ser Lys Me His Pro Leu Glu Asn Gly Glu lie His lie Ser Leu 
180 185 190 

ate aat ggg aga cca agt get gat gac ccc tec cct gaa etc ctg gaa 744 
I le Asn Gly Arg Pro Ser Ala Asp Asp Pro Ser Pro Glu Leu Leu Glu 
195 200 205 

ttc ace tct get cgc tac att cgc ctg aga ttt cag agg ate cgc ace 792 
Phe Thr Ser Ala Arg Tyr lie Arg Leu Arg Phe Gin Arg I le Arg Thr 
210 215 220 

ttg aat gca gac ttg atg' atg ttt get cac aaa gac ccc aga gaa ate 840 
Leu Asn Ala Asp Leu Met Met Phe Ala His Lys Asp Pro Arg Glu I le 
225 230 235 240 

gat ccc att gtc aca cga aga tat tac tat tct gtc aag gat att tea 888 
Asp Pro I le Val Thr Arg Arg Tyr Tyr Tyr Ser Val Lys Asp Me Ser 
245 250 255 

gtt ggc ggg atg tgc ate tgt tat ggt cat gec egg get tgt cca ctt 936 
Val Gly Gly Met Cys lie Cys Tyr Gly His Ala Arg Ala Cys Pro Leu 
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260 265 270 

gac cct gca aca aat aaa tea cgc tgt gag tgt gaa cat aac acc tgt 984 
Asp Pro Ala Thr Asn Lys Ser Arg Cys Glu Cys Glu His Asn Thr Cys 
275 280 285 

ggg gaa age tgt gac agg tgc tgt cca gga ttc cat cag aag cct tgg 1032 
Gly Glu Ser Cys Asp Arg Cys Cys Pro Gly Phe His Gin Lys Pro Trp 
290 295 300 

aga get gga acc ttc etc acc aag tct gag tgt gaa gca tgc aat tgt 1080 
Arg Ala Gly Thr Phe Leu Thr Lys Ser Glu Cys Glu Ala Cys Asn Cys 
305 310 315 320 

cac gga aaa get gag gaa tgc tat tat gat gaa act gtt get age aga 1128 
His Gly Lys Ala Glu Glu Cys Tyr Tyr Asp Glu Thr Val Ala Ser Arg 
325 330 335 

aat eta agt tta aat ata cat ggg aag tac ate gga ggg ggt gtg tgc 1176 
Asn Leu Ser Leu Asn Me His Gly Lys Tyr lie Gly Gly Gly Val Cys 
340 345 350 

ate aac tgc aca cat aac acg get ggg ata aat tgt gag aca tgt gtt 1224 
I le Asn Cys Thr His Asn Thr Ala Gly Me Asn Cys Glu Thr Cys Val 
355 360 365 
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gat gga ttc ttc aga ccc aaa ggg gtg tea cca aat tat cca aga cca 1272 
Asp Gly Phe Phe Arg Pro Lys Gly Val Ser Pro Asn Tyr Pro Arg Pro 
370 375 380 

tgc cag cca tgt cac tgt gat cca act ggc tec ctt agt gaa gtc tgt 1320 
Cys Gin Pro Cys His Cys Asp Pro Thr Gly Ser Leu Ser Glu Val Cys 
385 390 395 400 

gtc aaa gat gag aaa tac gec cag cga ggg ttg aaa cct gga tec tgt 1368 
Val Lys Asp Glu Lys Tyr Ala Gin Arg Gly Leu Lys Pro Gly Ser Cys 
405 410 415 

cac tgc aaa act ggc ttt gga ggc gtg aac tgt gat cgc tgt gtc agg 1416 
His Cys Lys Thr Gly Phe Gly Gly Val Asn Cys Asp Arg Cys Val Arg 
420 425 430 

ggt tac cat ggt tac cca gac tgc caa ccc tgt aac tgt agt ggc ttg 1464 
Gly Tyr His Gly Tyr Pro Asp Cys Gin Pro Cys Asn Cys Ser Gly Leu 
435 440 445 

ggg age aca aat gag gac cct tgc gtt ggg ccc tgt age tgt aag gag 1512 
Gly Ser Thr Asn Glu Asp Pro Cys Val Gly Pro Cys Ser Cys Lys Glu 
450 455 460 

aat gtt gaa ggt gaa gac tgt agt cgt tgc aaa tct ggt ttc ttc aac 1560 
Asn Val Glu Gly Glu Asp Cys Ser Arg Cys Lys Ser Gly Phe Phe Asn 
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ttg caa gaa gat aat cag aaa ggc tgt gag gag tgt ttc tgt tea gga 1608 
Leu Gin Glu Asp Asn Gin Lys Giy Cys Glu Glu Cys Phe Cys Ser Gly 
485 490 495 

gta tea aac aga tgt cag agt tec tac tgg acc tat ggg aat att caa 1656 
Val Ser Asn Arg Cys Gin Ser Ser Tyr Trp Thr Tyr Gly Asn I le Gin 
500 505 510 

gac atg cgt ggt tgg tat etc aca gac etc tct ggc cgc att egg atg 1704 
Asp Met Arg Gly Trp Tyr Leu Thr Asp Leu Ser Gly Arg lie Arg Met 
515 520 525 

get ccc cag ctt gat aac cct gac tea cct cag cag ate age ate agt 1752 
Ala Pro Gin Leu Asp Asn Pro Asp Ser Pro Gin Gin lie Ser I le Ser 
530 535 540 

aac tct gag gec egg aaa tec ctg ctt gat ggt tac tac tgg agt gca 1800 
Asn Ser Glu Ala Arg Lys Ser Leu Leu Asp Gly Tyr Tyr Trp Ser Ala 
545 550 555 560 

ccg cct cca tat ctg gga aac aga ctt cca get gtt ggg gga cag ttg 1848 
Pro Pro Pro Tyr Leu Gly Asn Arg Leu Pro Ala Val Gly Gly Gin Leu 
565 570 575 
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tea ttt acc ate tea tat gac etc gaa gaa gag gaa gac gat aca gaa 1896 
Ser Phe Thr I lie Ser Tyr Asp Leu Glu Glu Glu Glu Asp Asp Thr Glu 
580 585 590 

aaa etc ctt cag ctg atg att ate ttt gag gga aat gac tta aga ate 1944 
Lys Leu Leu Gin Leu Met Me Me Phe Glu Gly Asn Asp Leu Arg I ie 
595 600 605 

age aca gcg tat aag gag gtg tac tta gag cca tct gaa gaa cac gtt 1992 
Ser Thr Ala Tyr Lys Glu Val Tyr Leu Glu Pro Ser Glu Glu His Val 
610 615 620 

gag gag gtg tea etc aaa gaa gag gee ttt act ata cat gga aca aat 2040 
Glu Glu Val Ser Leu Lys Glu Glu Ala Phe Thr Me His Gly Thr Asn 
625 630 635 640 

ttg cca gtc act aga aaa gat ttc atg att gtt etc aca aat ttg gga 2088 
Leu Pro Val Thr Arg Lys Asp Phe Met Me Val Leu Thr Asn Leu Gly 
645 650 655 

gag ate ctt ate caa ate aca tac aac tta ggg atg gac gec ate ttc . 2136 
Glu lie Leu Me Gin Me Thr Tyr Asn Leu Gly Met Asp Ala Me Phe 
660 665 670 

agg ctg agt tct gtc aat ctt gaa tct cct gtc cct tat cct act gat 2184 
Arg Leu Ser Ser Val Asn Leu Glu Ser Pro Val Pro Tyr Pro Thr Asp 
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675 680 685 

aga cgt att gca act gat gtg gaa gtt tgc cag tgt cca cct ggg tac 2232 
Arg Arg Me Ala Thr Asp Val Glu Val Cys Gin Cys Pro Pro Gly Tyr 
690 695 700 

agt ggc age tct tgt gaa aca tgt tgg cct agg cac cga aga gtt aac 2280 
Ser Gly Ser Ser Cys Glu Thr Cys Trp Pro Arg His Arg Arg Val Asn 
705 710 715 720 

ggc acc att ttt ggt ggc att tgt gaa cca tgt cag tgc ttt get cat 2328 
Gly Thr Me Phe Gly Gly Me Cys Glu Pro Cys Gin Cys Phe Ala His 
725 730 735 . 

gca gaa gec tgt gat gac ate aca gga gaa tgt ctg aac tgt aag gat 2376 
Ala Glu Ala Cys Asp Asp Me Thr Gly Glu Cys Leu Asn Cys Lys Asp 
740 745 750 

cac aca ggt ggg ccg tac tgc aat gaa tgt etc cct gga ttc tat ggt 2424 
His Thr Gly Gly Pro Tyr Cys Asn Glu Cys Leu Pro Gly Phe Tyr Gly 
755 760 765 

gat cct act cga gga age cct gaa gac tgt cag ccc tgt gee tgt cca 2472 
Asp Pro Thr Arg Gly Ser Pro Glu Asp Cys Gin Pro Cys Ala Cys Pro 
770 775 780 
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etc aat ate cca tea aat aac ttt agt cca aca tgc cat tta gac egg 2520 
Leu Asn lie Pro Ser Asn Asn Phe Ser Pro Thr Cys His Leu Asp Arg 
785 790 795 800 

agt ctg gga ttg ate tgt gac gag tgt cct att ggg tac aca gga ccg 2568 
Ser Leu Gly Leu lie Cys Asp Glu Cys Pro lie Gly Tyr Thr Gly Pro 
805 810 815 

cgc tgt gag agg tgt gca gaa ggc tat ttt gga caa cct tec gta cct . 2616 
Arg Cys Glu Arg Cys Ala Glu Gly Tyr Phe Gly Gin Pro Ser Val Pro 
820 825 830 

gga gga tea tgt cag cca tgc caa tgc aat gac aac ctt gac tac tec 2664 
Gly Gly Ser Cys Gin Pro Cys Gin Cys Asn Asp Asn Leu Asp Tyr Ser 
835 840 845 

ate cct ggc age tgt gac age ctg tct ggc tec tgt ctg att tgt aag 2712 
lie Pro Gly Ser Cys Asp Ser Leu Ser Gly Ser Cys Leu I le Cys Lys 
850 855 860 

cca ggt aca aca ggc egg tac tgt gag etc tgt get gat ggg tat ttt 2760 
Pro Gly Thr Thr Gly Arg Tyr Cys Glu Leu Cys Ala Asp Gly Tyr Phe 
865 870 875 880 

gga gac gcg gtt aat aca aag aac tgt caa cca tgc cgt tgt gat ate 2808 
Gly Asp Ala Val Asn Thr Lys Asn Cys Gin Pro Cys Arg Cys Asp I le 
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885 



890 



895 



aat ggc tec ttc tea gag gat tgt cac aca aga act ggg caa tgt gag 
Asn Gly Ser Phe Ser Glu Asp Cys His Thr Arg Thr Gly Gin Cys Glu 
900 905 910 



2856 



tgc aga ccc aat gtt cag ggg egg cac tgt gac gag tgt aag cct gaa 
Cys Arg Pro Asn Val Gin Gly Arg His Cys Asp Glu Cys Lys Pro Glu 
915 920 925 



2904 



acc ttt ggc ctg caa ctg gga agg ggt tgt ctg ccc tgc aac tgc aat 
Thr Phe Gly Leu Gin Leu Gly Arg Gly Cys Leu Pro Cys Asn Cys Asn 
930 935 940 



2952 



tct ttt ggg tct aag tec ttt gac tgt gaa gca agt ggg cag tgc tgg 
Ser Phe Gly Ser Lys Ser Phe Asp Cys Glu Ala Ser Gly Gin Cys Trp 
945 950 955 960 



3000 



tgc cag cct gga gta gca ggg aag aaa tgt gac cgt tgt gec cat ggc 
Cys Gin Pro Gly Val Ala Gly Lys Lys Cys Asp Arg Cys Ala His Gly 
965 970 975 



3048 



tac ttc aac ttc caa gaa gga ggc tgc ata get tgt gac tgt tct cat 
Tyr Phe Asn Phe Gin Glu Gly Gly Cys I le Ala Cys Asp Cys Ser His 
980 985 990 



3096 
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ctg ggc aac aac tgt gac cca aaa act ggc caa tgc att tgc cca ccc 3144 
Leu Gly Asn Asn Cys Asp Pro Lys Thr G I y Gin Cys 1 1 e Cys Pro Pro 
995 1000 1005 

aat acc act gga gaa aag tgt tct gag tgt ctt ccc aac acc tgg 3189 
Asn Thr Thr Gly Glu Lys Cys Ser Glu Cys Leu Pro Asn Thr Trp 
1010 1015 1020 

ggt cac . age att gtc acc ggc tgt aag gtt tgt aac tgc age act 3234 
Gly His Ser lie Val Thr Gly Cys Lys Val Cys Asn Cys Ser Thr 
1025 1030 1035 

gtg ggg tec ttg get tct cag tgc aat gta aac acg ggc cag tgc 3279 
Val Gly Ser Leu Ala Ser Gin Cys Asn Val Asn Thr Gly Gin Cys 
1040 1045 1050 

age tgt cat cca aaa ttc tct ggt atg aaa tgc tea gag tgc age 3324 
Ser Cys His Pro Lys Phe Ser Gly Met Lys Cys Ser Glu Cys Ser 
1055 1060 1065 

cga ggt cac tgg aac tat cct etc tgc act eta tgt gac tgc ttc 3369 
Arg Gly His Trp Asn Tyr Pro Leu Cys Thr Leu Cys Asp Cys Phe 
1070 1075 1080 

ctt cca ggc aca gat gec acg act tgt gat ctg gag act agg aaa 3414 
Leu Pro Gly Thr Asp Ala Thr Thr Cys Asp Leu Glu Thr Arg Lys 
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1085 . 1090 1095 

tgc tec tgt agt gat caa act gga cag tgc age tgt aag gtg aat 3459 

Cys Ser Cys Ser Asp Gin Thr Gly Gin Cys Ser Cys Lys Val Asn 
1100 1105 1110 

gtg gaa ggc gtc cac tgt gac agg tgc egg cct ggc aaa ttt gga 3504 

Val Glu Gly Val His Cys Asp Arg Cys Arg Pro Gly Lys Phe Gly 
1115 1120 1125 



eta gat gee aag aac cca ctt ggc tgc age age tgc tac tgc ttt 3549 
Leu Asp Ala Lys Asn Pro Leu Gly Cys Ser Ser Cys Tyr Cys Phe 
1130 1135 1140 

gga gtt act agt caa tgc tct gaa gca aag ggg ctg ate cgt acg 3594 
Gly Val Thr Ser Gin Cys Ser Glu Ala Lys Gly Leu lie Arg Thr 
1145 1150 1155 

tgg gtg act ttg agt gat gaa cag ace att eta cct ctg gtg gat 3639 
Trp Val Thr Leu Ser Asp Glu Gin Thr Me Leu Pro Leu Val Asp 
1160 1165 1170 

gag gec ctg cag cac acg act ace aaa ggc att get ttc cag aaa 3684 
Glu Ala Leu Gin His Thr Thr Thr Lys Gly Me Ala Phe Gin Lys 
1175 1180 1185 
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cca gag att gtt gca aag atg gat gaa gtc agg caa gag etc cat 3729 
Pro Glu Me Val Ala Lys Met Asp Glu Val Arg Gin Glu Leu His 
1190 1195 1200 

ttg gaa cct ttt tac tgg aaa etc cca caa caa ttt gaa ggg aaa 3774 
Leu Giu Pro Phe Tyr Trp Lys Leu Pro Gin Gin Phe Glu Gly Lys 
1205 1210 1215 

aag ttg atg get tat ggt ggc aaa etc aag tat gec ate tat ttt 3819 
Lys Leu Met Ala Tyr Gly Gly Lys Leu Lys Tyr Ala Me Tyr Phe 
1220 1225 1230 

gag get egg gat gag aca ggc ttt gee aca tat aaa cct caa gtt 3864 
Glu Ala Arg Asp Glu Thr Gly Phe Ala Thr Tyr Lys Pro Gin Val 
1235 1240 1245 

ate att cga ggt gga act cct act cat get aga att att acc aga 3909 
Me Me Arg Gly Gly Thr Pro Thr His Ala Arg Me Me Thr Arg 
1250 1255 1260 

cac atg get gee cct etc att ggc cag ttg aca egg cat gaa ata 3954 
His Met Ala Ala Pro Leu Me Gly Gin Leu Thr Arg His Glu Me 
1265 1270 1275 

gaa atg aca gag aaa gaa tgg aaa tat tat ggt gat gat cct cga 3999 
Glu Met Thr Glu Lys Glu Trp Lys Tyr Tyr Gly Asp Asp Pro Arg 
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1280 1285 1290 



ate agt aga act gtg acc cgt gaa gac ttc ttg gat ata eta tat 4044 

Me Ser Arg Thr Va I Thr Arg G I u Asp Phe Leu Asp lie Leu Tyr 
1295 1300 1305 

gat att cac tat ate ctt ate aag get act tat gga aac gtt gtg 4089 

Asp lie His Tyr Me Leu Me Lys Ala Thr Tyr Gly Asn Val Val 
1310 1315 1320 

aga caa age cgc att tct gaa ate tec atg gaa gta get gaa cca 4134 

Arg Gin Ser Arg Me Ser Glu Me Ser Met Glu Val Ala Glu Pro 
1325 1330 1335 

gga cat gta tta gca ggg age cca cca gca cac ttg ata gaa aga 4179 

Gly His Val Leu Ala Gly Ser Pro Pro Ala His Leu Me Glu Arg 
1340 1345 1350 



tgc gat tgc cct cct ggc tat tct ggc ttg tct tgt gag acg tgt 4224 

Cys Asp Cys Pro Pro Gly Tyr Ser Gly Leu Ser Cys Glu Thr Cys 

1355 1360 1365 

gca cca gga ttt tac cga ctt cgt tct gaa cca ggt ggg egg act 4269 

Ala Pro Gly Phe Tyr Arg Leu Arg Ser Glu Pro Gly Gly Arg Thr 

1370 1375 1380 
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cct gga cca acc tta ggg acc tgt gtt ccc tgc caa tgt aat gga 4314 
Pro Gly .Pro Thr Leu Gly Thr Cys Val Pro Cys Gin Cys Asn Gly 
1385 1390 1395 

cac age agt cag tgt gat cct gag acc tea gta tgc cag aat tgt 4359 
His Ser Ser Gin Cys Asp Pro Glu Thr Ser Val Cys Gin Asn Cys 
1400 1405 1410 

cag cat cac act get ggt gac ttc tgt gag cgc tgt gec ctt ggc 4404 
Gin His His Thr Ala Gly Asp Phe Cys Glu Arg Cys Ala Leu Gly 
1415 1420 1425 

tac tat gga ate gtc agg gga ttg cca aat gac tgc caa cca tgt 4449 
Tyr Tyr Gly lie Val Arg Gly Leu Pro Asn Asp Cys Gin Pro Cys 
1430 1435 1440 

get tgt cct ctg att teg ccc age aac aat ttc age ccc tct tgt 4494 
Ala Cys Pro Leu lie Ser Pro Ser Asn Asn Phe Ser Pro Ser Cys 
1445 1450 1455 

gta ttg gaa ggt ctg gaa gat tac cgt tgc acc gec tgc cca agg 4539 
Val Leu Glu Gly Leu Glu Asp Tyr Arg Cys Thr Ala Cys Pro Arg 
1460 1465 1470 

ggc tat gaa gga cag tac tgt gaa agg tgt gec cca ggc tat act 4584 
Gly Tyr Glu Gly Gin Tyr Cys Glu Arg Cys Ala Pro Gly Tyr Thr 
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1475 1480 1485 

ggc age cca age age ccc gga ggc tec tgc caa gaa tgt gag tgt 4629 
Gly Ser Pro Ser Ser Pro Gly Gly Ser Cys Gin Glu Cys Glu Cys 
1490 1495 1500 

gac cct tat ggc tec eta ccg gtt ccc tgt gac egg gtc aca gga 4674 
Asp Pro Tyr Gly Ser Leu Pro Val Pro Cys Asp Arg Val Thr Gly 
1505 1510 1515 

etc tgc acg tgc cgc cct gga gee aca .gga agg aag tgt gat ggc 4719 
Leu Cys Thr Cys Arg Pro Gly Ala Thr Gly Arg Lys Cys Asp Gly 
1520 1525 1530 

tgc gag. cac tgg cat gca cgc gag ggt gca gag tgt gtc ttt tgt 4764 
Cys Glu His Trp His Ala Arg Glu Gly Ala Glu Cys Val Phe Cys 
1535 1540 1545 

•gga gac gag tgt aca ggc ctt ctt ctt ggt gac ctg get cgt eta 4809 
Gly Asp • Glu Cys Thr Gly Leu Leu Leu Gly Asp Leu Ala Arg Leu 
1550 1555 1560 

gag cag atg ace atg aac ate aac etc acg ggc cca ctg cct get 4854 
Glu Gin Met Thr Met Asn lie Asn Leu Thr Gly Pro Leu Pro Ala 
1565 1570 1575 
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cca tat aaa att ctg tat 
Pro Tyr Lys lie Leu Tyr 
1580 

aag cac ctg eta tea ccg 
Lys His Leu Leu Ser Pro 
1595 

ttg gca gag ggc aac gtg 
Leu Ala GIu Gly Asn Val 
1610 

ctg eta ace aga gca ace 
Leu Leu Thr Arg Ala Thr 
1625 



ggt ctt gaa aat aca act 
Gly Leu GIu Asn Thr Thr 
1585 1590 

caa egg gca cea gag agg 
Gin Arg Ala Pro GIu Arg 
1600 1605 

aac aca ctt gtg atg gaa 
Asn Thr Leu Val Met GIu 
1615 1620 

aaa gtg aca gca gat ggt 
Lys Val Thr Ala Asp Gly 
1630 1635 



cag gaa etc . 4899 
Gin GIu Leu 

etc att cag 4944 
Leu I le Gin 

aca aat gag 4989 
Thr Asn GIu 

gag caa aca 5034 
GIu Gin Thr 



gga caa gat get gag agg acc aac tec aga gca gaa tec ttg gaa. 5079 

Gly Gin Asp Ala GIu Arg Thr Asn Ser Arg Ala GIu Ser Leu GIu 
1640 1645 1650 

gaa ttc att aaa ggg ctt gtc cag gat get gaa gee ata aat gaa 5124 

GIu Phe lie Lys Gly Leu Val Gin Asp Ala GIu Ala lie Asn GIu 
1655 1660 1665 

aaa get gta aaa eta aat gaa acc tta gga aat caa gat aag aca 5169 

Lys Ala Val Lys Leu Asn GIu Thr Leu Gly Asn Gin Asp Lys Thr 
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1670 

gca gag aga aac ttg 
Ala Glu Arg Asn Leu 
1685 

ctg aag gaa ctg aga 
Leu Lys Glu Leu Arg 
1700 

get gag gat gag etc 
Ala Glu Asp Glu Leu 
1715 



1675 

gag gag ctt caa aag 
Glu Glu Leu Gin Lys 
1690 

agt aaa gat ctt caa 
Ser Lys Asp Leu Gin 
1705 

gtg gca gca gaa ggc 
Val Ala Ala Glu Giy 
1720 



1680 

gaa ate gac egg atg 
Glu I le Asp Arg Met 
1695 

aca cag aag gaa gtt 
Thr Gin Lys Glu Val 
1710 

ctt ctg aag aga gta 
Leu Leu Lys Arg Val 
1725 



aac aag ctg ttt gga gag ccc aga gee cag aat gaa gat atg gaa 
Asn Lys Leu Phe Gly Glu Pro Arg Ala Gin Asn Glu Asp Met Glu 
1730 1735 1740 

aag gat etc cag cag aaa ctg gca gag tac aag aac aaa ctt gat 
Lys Asp Leu Gin Gin Lys Leu Ala Glu Tyr Lys Asn Lys Leu Asp 
1745 1750 1755 



gat get tgg gat eta ttg aga gaa gee act gat aaa acc cga gat 
Asp Ala Trp Asp Leu Leu Arg Glu Ala Thr Asp Lys Thr Arg Asp 
1760 1765 1770 
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5214 



5259 



5304 



5349 



5394 



5439 
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get aat cgt ttg tct get gec aat caa aaa aac atg acc ata ctg 
Ala Asn Arg Leu Ser Ala Ala Asn Gin Lys Asn Met Thr lie Leu 
1775 1780 1785 



5484 



gag aca aag aag gag get att gaa ggt age aaa cga caa ata gag 
Glu Thr Lys Lys Glu Ala lie Glu Gly Ser. Lys Arg Gin lie Glu 
1790 1795 1800 



5529 



aac act tta aag gaa ggc aat gac ate ctt gat gaa gee aat caa 
Asn Thr Leu Lys Glu Gly Asn Asp lie Leu Asp Glu Ala Asn Gin 
1805 1810 1815 



5574 



etc tta ggt gaa ate aac tea gtc ata gat tat gtc gac gac att 
Leu Leu Gly Glu lie Asn Ser Val lie Asp Tyr Val Asp Asp Me 
1820 1825 1830 



5619 



aaa act aag ttg cca cca atg tec gag gag ctg agt gac aaa ata 
Lys Thr Lys Leu Pro Pro Met Ser Glu Glu Leu Ser Asp Lys Me 
1835 1840 1845 



5664 



gat gac etc gee cag gaa ata aag gac aga agg ctt get gag aag 
Asp Asp Leu Ala Gin Glu Me Lys Asp Arg Arg Leu Ala Glu Lys 
1850 1855 1860 



5709 



gtg ttc cag get gag age cat get get cag ctg aac gac teg tct 
Val Phe Gin Ala Glu Ser His Ala Ala Gin Leu Asn Asp Ser Ser 



5754 
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1865 



1870 



1875 



get gta ctt gat gga ate ctg gat gag get aag aac ate tct ttc 
Ala Val Leu Asp Gly lie Leu Asp Glu Ala Lys Asn lie Ser Phe 
1880 1885 1890 



5799 



aat gec acg gca gec ttc aga get tac agt aat att aaa gac tac 
Asn Ala Thr Ala Ala Phe Arg Ala Tyr Ser Asn Me Lys Asp Tyr 
1895 1900 1905 



5844 



att gat gaa get gag aaa gtg gee aga gaa gee aaa gag ctt gec 
lie Asp Glu Ala Glu Lys Val Ala Arg Glu Ala Lys Glu Leu Ala 
1910 1915 1920 



5889 



caa ggg get aca aaa ctg gca aca agt cct cag ggc tta tta aaa 
Gin Gly Ala Thr Lys Leu Ala Thr Ser Pro Gin Gly Leu Leu Lys 
1925 1930 1935 



5934 



gaa gat gec aaa ggc tec ctt cag aaa age ttc agg ate etc aat 
Glu Asp Ala Lys Gly Ser Leu Gin Lys Ser Phe Arg lie Leu Asn 
1940 1945 1950 



5979 



gaa gee aag aag eta gca aac gat gtg aaa gga aat cac aat gat 
Glu Ala Lys Lys Leu Ala Asn Asp Val Lys Gly Asn His Asn Asp 
1955 1960 1965 



6024 
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eta aat gac ctg aaa acc agg tta gaa act get gac ctt aga aac 6069 

Leu Asn Asp Leu Lys Thr Arg Leu Glu Thr Ala Asp Leu Arg Asn 
1970 1975 1980 

agt gga ctt eta gga'gct eta aat gac acc atg gac aag tta tea 6114 

Ser Gly Leu Leu Gly Ala Leu Asn Asp Thr Met Asp Lys Leu Ser 
1985 1990 1995 

gec att aca aat gap acg get get aaa ctg cag get gtc aaa gag 6159 

Ala lie Thr Asn Asp Thr Ala Ala Lys Leu Gin Ala Val Lys Glu 
2000 2005 2010 

aaa gee aga gaa gee aat gac aca gca aaa get gtc ctg gee cag 6204 

Lys Ala Arg Glu Ala Asn Asp Thr Ala Lys Ala Val Leu Ala Gin 
2015 2020 2025 

gtt aag gac ctg cat cag aac eta gat ggc ctg aag caa aac tac 6249 

Val Lys Asp Leu His Gin Asn Leu Asp Gly Leu Lys Gin Asn Tyr 
2030 2035 2040 

aat aaa ctg gca gac age gtg gee aaa acg aac get gtg gtg aaa 6294 

Asn Lys Leu Ala Asp Ser Val Ala Lys Thr Asn Ala Val Val Lys 
2045 2050 2055 

gat cct tec aaa aac aaa ate att gca gat gca ggc act tec gtg 6339 

Asp Pro Ser Lys Asn Lys lie Me Ala Asp Ala Gly Thr Ser Val 
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2060 2065 2070 

aga aat eta gaa cag gaa get gac egg eta ate gac aaa etc aag 6384 

Arg Asa Leu Glu Gin Glu Ala Asp Arg Leu lie Asp Lys Leu Lys 

2075 2080 2085 

ccc ate aag gag ctt gag gac aac eta aag aaa aac att tct gaa 6429 

Pro lie Lys Glu Leu Glu Asp Asn Leu Lys Lys Asn lie Ser Glu 

2090 2095 2100 

ata aag gaa ctg ate aac caa get egg aaa caa get aac tct ate . 6474 

lie Lys Glu Leu lie Asn Gin Ala Arg Lys Gin Ala Asn Ser lie 

2105 2110 2115 

aaa gta tct gtt tct teg gga ggt gac tgt gtt egg aca tac agg 6519 

Lys Val Ser Val Ser Ser Gly Gly Asp Cys Val Arg Thr Tyr Arg 

2120 2125 2130 

cca gaa ate aag aaa gga age tac aat aac ate gtt gtc cat gtc 6564 

Pro Glu lie Lys Lys Gly Ser Tyr Asn Asn Me Val Val His Val 

2135 2140 2145 

aag acc get gtt gee gac aac etc ctt ttt tat ctt gga agt gee 6609 

Lys Thr Ala Val Ala Asp Asn Leu Leu Phe Tyr Leu Gly Ser Ala 

2150 2155 2160 
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aaa ttt att gac ttt ctt get ata gaa atg cgc aaa ggc aaa gtc 6654 
Lys Phe lie Asp Phe Leu Ala lie Glu Met Arg Lys Gly Lys Val 
2165 2170 2175 

age ttc etc tgg att gtt ggc tct gga gtt ggc cga gta ggg ttt 6699 
Ser Phe Leu Trp Me Val Gly Ser Gly Val Gly Arg Val Gly Phe 
2180 2185 2190 

cca gac ttg acc ate gac gac tec tat tgg tac cgt att gaa gca 6744 
Pro Asp Leu Thr lie Asp Asp Ser Tyr Trp Tyr Arg lie Glu Ala 
2195 2200 2205 

tea aga acg gga aga aat gga tct att tct gtg aga get tta gat 6789 
Ser Arg Thr Gly Arg Asn Gly Ser lie Ser Val Arg Ala Leu Asp 
2210 2215 2220 

gga ccc aaa gee agt atg gta ccc age acc tac cat tea gtg tct 6834 
Gly Pro Lys Ala Ser Met Val Pro Ser Thr Tyr His Ser Val Ser 
2225 2230 2235 

cct ccc ggg tat act ate eta gat gtg gat gca aat gca atg ctg 6879 
Pro Pro Gly Tyr Thr lie Leu Asp Val Asp Ala Asn Ala Met Leu 
2240 2245 2250 

ttt gtt ggt ggc ctg acc gga aaa ata aag aag gec gat get gta 6924 
Phe Val Gly Gly Leu Thr Gly Lys lie Lys Lys Ala Asp Ala Val 
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2255 2260 2265 

cgt gtg ate acc ttc acc ggc ,tgt atg gga gaa aca tac ttt gac 6969 
Arg Val Me Thr Phe Thr Gly Cys Met Gly Glu Thr Tyr Phe Asp 
2270 2275 2280 

aac aaa cct ata ggt tta tgg aac ttc egg gag aaa gaa ggc gac 7014 
Asn Lys Pro lie Gly Leu Trp Asn Phe Arg Glu Lys Glu Gly Asp 
2285 2290 2295 

tgt aag gga tgt act gtc age cca caa gtg gaa gat agt gag ggg 7059 
Cys Lys Gly Cys Thr Val Ser Pro Gin Val Glu Asp Ser Glu Gly 
2300 2305 2310 

act att cag ttt gat ggt gaa ggc tat gca tta gtg age egg ccc 
Thr I le Gin Phe Asp Gly Glu Gly Tyr Ala Leu Val Ser Arg Pro 
2315 2320 2325 

ate cgc tgg tac ccc aac ate tec aca gtc atg ttc aag ttc egg 
Me Arg Trp Tyr Pro Asn Me Ser Thr Val Met Phe Lys Phe Arg 
2330 2335 2340 

aca ttt tea tea agt get etc ctg atg tat ctt gee aca cga gac 7194 
Thr Phe Ser Ser Ser Ala Leu Leu Met Tyr Leu Ala Thr Arg Asp 
2345 2350 2355 



7104 



7149 
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ctg aaa gat ttc atg agt gta gag etc agt gat gga cat gtg aaa 7239 
Leu Lys Asp Phe Met Ser Val 61 u Leu Ser Asp Gly His Val Lys 
2360 2365 2370 

gtc age tat gac ctg ggc tea gga atg act tec gtt gtc age aat 7284 
Val Ser Tyr Asp Leu Gly Ser Gly Met Thr Ser Val Val Ser Asn 
2375 2380 2385 



caa aac cat aat gat ggg aaa tgg aaa gca ttc acg ctg teg egg 7329 
Gin Asn His Asn Asp Gly Lys Trp Lys Ala Phe Thr Leu Ser Arg 
2390 2395 2400 



att cag aaa caa gee aac ata teg att gtc gac ate gat tct aac 7374 
lie Gin Lys Gin Ala Asn I le Ser I le Val Asp Me Asp Ser Asn 
2405 2410 2415 

cag gag gag aat gta get act tea tct tct gga aac. aac ttt ggt 7419 
Gin Glu Glu Asn Val Ala Thr Ser Ser Ser Gly Asn Asn Phe Gly 
2420 2425 2430 



ctt gac ttg aaa gca gat gac aaa ata tat ttt ggt ggc ctg cca 
Leu Asp Leu Lys Ala Asp Asp Lys I le Tyr Phe Gly Gly Leu Pro 
2435 2440 2445 



7464 



act ctg aga aac ttg agt atg aaa gca agg cca gaa gtc aat gtg 
Thr Leu Arg Asn Leu Ser Met Lys Ala Arg Pro Glu Val Asn Val 
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2450 2455 2460 

aag aaa tac tec ggc tgc etc aaa gat att gaa att tea aga aca 7554 
Lys Lys Tyr Ser Giy Cys Leu Lys Asp Me Glu. 1 le Ser Arg Thr 
2465 2470 2475 

cct tac aat ata etc age age cct gat tat gtt ggt gtg acc aaa 7599 
Pro Tyr Asn lie Leu Ser Ser Pro Asp Tyr Val Gly Val Thr Lys 
2480 2485 2490 

ggc tgt tea ctg gag aat gtt aat aca gtt agt ttc ccc aag cct 7644 
Gly Cys Ser Leu Glu Asn Val Asn Thr Val Ser Phe Pro Lys Pro 
2495 2500 2505 

ggt ttt gtg gag ctt gee get gtg tct att gat gtt gga aca gaa 7689 
■Gly Phe Val Glu Leu Ala Ala Val Ser lie Asp Val Gly Thr Glu 
2510 2515 2520 

ate aat ctg tec ttt agt acc agg aac gag tct ggg ate att etc 7734 
Me Asn Leu Ser Phe Ser Thr Arg Asn Glu Ser Gly Me Me Leu 
2525 2530 2535 

ttg gga agt gga ggg aca etc aca cca ccc agg aga aaa egg aga 7779 
Leu Gly Ser Gly Gly Thr Leu Thr Pro Pro Arg Arg Lys Arg Arg 
2540 2545 2550 
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caa acc aca cag get tat tat gec ata ttc etc aac aag ggc cgc 7824 
Gin Thr Thr Gin Ala Tyr Tyr Ala I le Phe Leu Asn Lys Gly Arg 
2555 2560 2565 



ttg gaa gtg cat etc tec teg ggg aca egg aca atg agg aaa att 7869 
Leu Glu Val His Leu Ser Ser Gly Thr Arg Thr Met Arg Lys I le 
2570 2575 2580 

gtc ate aaa ccg gag cca aat ttg ttt cat gat ggg aga gaa cat 7914 
Val lie Lys Pro Glu Pro Asn Leu Phe His Asp Gly Arg Glu His 
2585 2590 2595 



tct gtc cac gta gaa aga acc aga ggc ate ttc act gtt caa att 7959 
Ser Val His Val Glu Arg Thr Arg Gly lie Phe Thr Val Gin He 
2600 2605 2610 



gat gaa gac aga aga cat 

Asp Glu Asp Arg Arg His 
2615 

ate gaa gtg aaa aag etc 

He Glu Val Lys Lys Leu 
2630 

cag ccc tec cca etc agg 

Gin Pro Ser Pro Leu Arg 



ate caa aac ctg aca gag 
Me Gin Asn Leu Thr Glu 
2620 2625 

ttt gtc ggg ggt get cct 
Phe Val Gly Gly Ala Pro 
2635 2640 

aat att ccg gec ttt caa 
Asn I le Pro Ala Phe Gin 



gaa cag ccc 8004 
Glu Gin Pro 

cct gaa ttt 8049 
Pro Glu Phe 

ggc tgt gtg 8094 
Gly Cys Val 
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2645 2650 2655 

tgg aac ctt gtt att aac tec ate ccc atg gac ttt gcg cag cct 8139 
Trp Asn Leu Val lie Asn Ser lie Pro Met Asp Phe Ala Gin Pro 
2660 2665 2670 

ata gec ttc aaa aat gec gac att ggt cgc tgt acc tat caa aag 8184 
I le Ala Phe Lys Asn Ala Asp I le Gly Arg Cys Thr Tyr Gin Lys 
2675 2680 2685 

ccc egg gaa gat gag agt gaa gca gtt cca get gaa gtt att gtc 8229 
Pro Arg Glu Asp Glu Ser Glu Ala Val Pro Ala Glu Val Me Val 
2690 2695 2700 

cag cct cag teg gtg ccc acc cct gec ttc cct ttc cca gtc ccc 8274 
Gin Pro Gin Ser Vai Pro Thr Pro Ala Phe Pro Phe Pro Val Pro 
2705 2710 2715 

acc atg gtg cat ggc cct tgt gtt gca gaa tea gaa cca get ctt 8319 
Thr Met Val His Gly Pro Cys Val Ala Glu Ser Glu Pro Ala Leu 
2720 2725 2730 

ctg aca ggg age aag cag ttt ggg ctt tec aga aac age cac att 8364 
Leu Thr Gly Ser Lys Gin Phe Gly Leu Ser Arg Asn Ser His I le 
2735 2740 2745 
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gca att gtc ttt gat gac acc aaa gtt aaa aac cgc etc acc att 8409 
Ala Me Val Phe Asp Asp Thr Lys Val Lys Asn Arg Leu Thr He 
2750 2755 2760 

gag ctg gag gta cga act gaa get gaa tea ggc ttg etc ttc tac 8454 
Glu Leu Glu Val Arg Thr Glu Ala Glu Ser Gly Leu Leu Phe Tyr 
2765 2770 2775 

atg ggt egg ate aat cat get gat ttt ggt act gtt cag ctg agg 8499 
Met Gly Arg lie Asn His Ala Asp Phe Gly Thr Val Gin Leu Arg 
2780 2785 2790 

aat ggg ttc ccg ttc ttc agt tat gat ttg ggg agt ggg age acc 8544 
Asn Gly Phe Pro Phe Phe Ser Tyr Asp Leu Gly Ser Gly Ser Thr 
2795 2800 2805 



aga acc atg ate ccc aca aaa ate aac gat ggt cag tgg cac aag 8589 
Arg Thr Met Me Pro Thr Lys Me Asn Asp Gly Gin Trp His Lys 
2810 2815 2820 

att aag att gtg aga gtg aag cag gag gga att ctt tat gtg gat 8634 
Me Lys Me Val Arg Val Lys Gin Glu Gly Me Leu Tyr Val Asp 
2825 2830 2835 

gat gee tec age caa acc ate agt ccc aag aaa gec gac ate ctg 8679 
Asp Ala Ser Ser Gin Thr Me Ser Pro Lys Lys Ala. Asp Me Leu 
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2840 2845 2850 

gat gtc ggg ggg att ctg tat gtc ggt gga ttg ccg ate aac tat 8724 
Asp Val Gly Gly He Leu Tyr Val Gly Gly Leu Pro Me Asn Tyr 
2855 2860 2865 

acc aca cgc aga att ggt cca gtg act tac age ctg gat ggc tgt 8769 
Thr Thr Arg Arg lie Gly Pro Val Thr Tyr Ser Leu Asp Gly Cys 
2870 2875 2880 

gtt agg aat ctt cac atg gaa caa gec cct gtt gat ctg gac cag 8814 
Val Arg Asn Leu His Met Glu Gin Ala Pro Val Asp Leu Asp Gin 
2885 2890 2895 

cct acc tec age ttt cac gtt ggg aca tgc ttt gcg aat gca gag 8859 
Pro Thr Ser Ser Phe His Val Gly Thr Cys Phe Ala Asn Ala Glu 
2900 2905 2910 

agt ggg act tac ttt gat gga acc ggt ttt ggt aaa gca gtt ggt 8904 
Ser Gly Thr Tyr Phe Asp Gly Thr Gly Phe Gly Lys Ala Val Gly 
2915 2920 2925 

ggg ttc ate gtt gga ttg gac ctt ctt gtg gaa ttt gaa ttc cgt 8949 
Gly Phe lie Val Gly Leu Asp Leu Leu Vai Glu Phe Glu Phe Arg 
2930 2935 2940 
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acc aca aga ccc act ggg gtc etc ctg ggg ate age agt cag aag 8994 
Thr Thr Arg Pro Thr Gly Val Leu Leu Gly I le Ser Ser Gin Lys 
2945 2950 2955 

atg gat gga atg ggt att gaa atg ate gac gag aag ctt atg ttc 9039 
Met Asp Gly Met Gly He Glu Met lie Asp Glu Lys Leu Met Phe 
2960 2965 2970 

cac gtg gat aat ggc get ggc cga ttc act gca att tat gat get 9084 
His Val Asp Asn Gly Ala Gly Arg Phe Thr Ala lie Tyr Asp Ala 
2975 2980 2985 

gag ate cca ggc cac atg tgc aat gga cag tgg tat aaa gtc act 9129 
Glu lie Pro Gly His Met Cys Asn Gly Gin Trp Tyr Lys Val Thr 
2990 2995 3000 

gec aag aag ate aaa aac cgt ctt gag ctg gtg gta gat ggg aac 9174 
Aia Lys Lys He Lys Asn Arg Leu Glu Leu Val Val Asp Gly Asn 
3005 3010 3015 

cag gtg gat gee cag age cca aac tea gca teg aca tea get gat 9219 
Gin Val Asp Ala Gin Ser Pro Asn Ser Ala Ser Thr Ser Ala Asp 
3020 3025 3030 

aca aac gac cct gtt ttc gtt ggc ggt ttc cca ggt ggc etc aat 9264 
Thr Asn Asp Pro Val Phe Val Gly Gly Phe Pro Gly Gly Leu Asn 
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3035 3040 3045 

cag ttt ggc ctg acc acc aac att agg ttc cga ggc tgc ate cga 9309 
Gin Phe Gly Leu Thr Thr Asn lie Arg Phe Arg Gly Cys lie Arg 
3050 3055 3060 

tct ctg aag etc acc aaa ggc act gca aac cgc tgg agg tta att 9354 
Ser Leu Lys Leu Thr Lys Gly Thr Ala Asn Arg Trp Arg Leu Me 
3065 3070 3075 

ttg cca agg ccc tgg aac tgaggggtgt tcaacctgta tcatgcccga 9402 
Leu Pro Arg Pro Trp Asn 
3080 

ctacctaata aagatagttc aatcctgagg agaattcatc aaaacaagta tatcaagtta 9462 
aacaatatac actcctatca tattaataaa actaatgtgc agcggccgc 9511 

<210> 6 

<211> 3084 

<212> PRT 

<213> Mus musculus 

<400> 6 
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Gin Arg Arg Gin Ser Gin Ala His Gin Gin Arg Gly Leu Phe Pro Ala 
15 10 15 

Val Leu Asn Leu Ala Ser Asn Ala Leu lie Thr Thr Asn Ala Thr Cys 
20 25 30 

Gly G!u Lys Gly Pro Glu Met Tyr Cys Lys Leu Val Glu His Val Pro 
35 40 45 

Gly Gin Pro Val Arg Asn Pro Gin Cys Arg lie Cys Asn Gin Asn Ser ' 
50 55 60 

Ser Asn Pro Tyr Gin Arg His Pro lie Thr Asn Ala I le Asp Gly Lys 
65 70 75 80 

Asn Thr Trp Trp. Gin Ser Pro Ser I le Lys Asn Gly Val Glu Tyr His 
85 90 95 

Tyr Val Thr lie Thr Leu Asp Leu Gin Gin Val Phe Gin lie Ala Tyr 
100 105 110 
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Val lie Val Lys Ala Ala Asn Ser Pro Arg Pro Gly Asn Trp Me Leu 
115 120 125 

Glu Arg Ser Leu Asp Asp Val Glu Tyr Lys Pro Trp Gin Tyr His Ala 
130 135 140 

Val Thr Asp Thr Glu Cys Leu Thr Leu Tyr Asn lie Tyr Pro Arg Thr 
145 150 155 160 

Gly Pro Pro Ser Tyr Ala Lys Asp Asp Glu Val lie Cys Thr Ser Phe 
165 170 175 

Tyr Ser Lys lie His Pro Leu Glu Asn Gly Glu Me His Me Ser Leu 
180 185 190 

I le Asn Gly Arg Pro Ser Ala Asp Asp Pro Ser Pro Glu Leu Leu Glu 
195 200 205 
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Phe Thr Ser Ala Arg Tyr lie Arg Leu Arg Phe Gin Arg 1 1 e. Arg Thr 
210 215 220 

Leu Asn Ala Asp Leu Met Met Phe Ala His Lys Asp Pro Arg Glu I le 
225 230 235 240 

Asp Pro lie Val Thr Arg Arg Tyr Tyr Tyr Ser Val Lys Asp lie Ser 
245 250 255 

Val Gly Gly Met Cys I le Cys Tyr Gly His Ala Arg Ala Cys Pro Leu 
260 265 270 

Asp Pro Ala Thr Asn Lys Ser Arg Cys Glu Cys Glu His Asn Thr Cys 
275 280 285 

Gly Glu Ser Cys Asp Arg Cys Cys Pro Gly Phe His Gin Lys Pro Trp 
290 295 300 

Arg Ala Gly Thr Phe Leu Thr Lys Ser Glu Cys Glu Ala Cys Asn Cys 
305 310 315 320 
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His Gly Lys Ala GJu Giu Cys Tyr Tyr Asp Glu Thr Val Ala Ser Arg 
325 330 335 

Asn Leu Ser Leu Asn Me His Gly Lys Tyr lie Gly Gly Gly Val Cys 
340 345 350 

I le Asn Cys Thr His Asn Thr Ala Gly I le Asn Cys Glu Thr Cys Val 
355 360 365 

Asp Gly Phe Phe Arg Pro Lys Gly Val Ser Pro Asn Tyr Pro Arg Pro 
370 375 .380 

Cys Gin Pro Cys His Cys Asp Pro Thr Gly Ser Leu Ser Glu Val Cys 
385 390 395 400 

Val Lys Asp Glu Lys Tyr Ala Gin Arg Gly Leu Lys Pro Gly Ser Cys 
405 410 415 
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His Cys Lys Thr Gly Phe Gly Gly Val Asn Cys Asp Arg Cys Val Arg 
420 425 430 

Gly Tyr His Gly Tyr Pro Asp Cys Gin Pro Cys Asn Cys Ser Gly Leu 
435 440 445 

Gly Ser Thr Asn Glu Asp Pro Cys Val Gly Pro Cys Ser Cys Lys Glu 
450 455 460 

Asn Val Glu Gly Glu Asp Cys Ser Arg Cys Lys Ser Gly Phe Phe Asn 
465 470 475 480 

Leu Gin Glu Asp Asn Gin Lys Gly Cys Glu Glu Cys Phe Cys Ser Gly 
485 490 495 

Val Ser Asn Arg Cys Gin Ser Ser Tyr Trp Thr Tyr Gly Asn I le Gin 
500 505 510 

Asp Met Arg Gly Trp Tyr Leu Thr Asp Leu Ser Gly Arg Me Arg Met 
515 520 525 
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Ala Pro Gin Leu Asp Asn Pro Asp Ser Pro Gin Gin lie Ser lie Ser 
530 535 540 

Asn Ser Glu Ala Arg Lys Ser Leu Leu Asp Gly Tyr Tyr Trp Ser Ala 
545 550 555 560 

Pro Pro Pro Tyr Leu Gly Asn Arg Leu Pro Ala Val Gly Gly Gin Leu 
565 570 575 

Ser Phe Thr lie Ser Tyr Asp Leu Glu Glu Glu Glu Asp Asp Thr Glu 
580 585 590 

Lys Leu Leu Gin Leu Met lie lie Phe Glu Gly Asn Asp Leu Arg lie 
595 600 v 605 

Ser Thr Ala Tyr Lys Glu Val Tyr Leu Glu Pro Ser Glu Glu His Val 
610 615 620 
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Glu Glu Val Ser Leu Lys GIu Glu Ala Phe Thr He His Gly Thr Asn 
625 630 635 640 

Leu Pro ValThr Arg Lys Asp Phe Met lie Val Leu Thr Asn Leu Gly 
645 650 655 

Glu Me Leu lie Gin lie Thr Tyr Asn Leu Gly Met Asp Ala lie Phe 
660 665 670 

Arg Leu Ser Ser Val Asn Leu Glu Ser Pro Val Pro Tyr Pro Thr Asp 
675 680 685 

Arg Arg He Ala Thr Asp Val Glu Val Cys Gin Cys Pro Pro Gly Tyr 
690 695 700 

Ser Gly Ser Ser Cys Glu Thr Cys Trp Pro Arg His Arg Arg Val Asn 
705 710 715 720 

Gly Thr lie Phe Gly Gly He Cys Glu Pro Cys Gin Cys Phe Ala His 
725 730 735 
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Ala Glu Ala Cys Asp Asp I le Thr Gly Glu Cys Leu Asn Cys Lys Asp 
740 745 750 

His Thr Gly Gly Pro Tyr Cys Asn Glu Cys Leu Pro Gly Phe Tyr Gly 
755 760 765 

Asp Pro Thr Arg Gly Ser Pro Glu Asp Cys Gin Pro Cys Ala Cys Pro 
770 775 780 

Leu Asn lie Pro Ser Asn Asn Phe Ser Pro Thr Cys His Leu Asp Arg 
785 790 795 800 

Ser Leu Gly Leu lie Cys Asp Glu Cys Pro Me Gly Tyr Thr Gly Pro 
805 810 815 

Arg Cys Glu Arg Cys Ala Glu Gly Tyr Phe Gly Gin Pro Ser Val Pro 
820 825 830 
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Gly Gly Ser Cys Gin Pro Cys Gin Cys Asn Asp Asn Leu Asp" Tyr Ser 
835 840 845 

lie Pro Gly Ser Cys Asp Ser Leu Ser Gly Ser Cys Leu Me Cys Lys 
850 855 860 

Pro Gly Thr Thr Gly Arg Tyr Cys Glu Leu Cys Ala Asp Gly Tyr Phe 
865 870 875 880 

Gly Asp Ala Val Asn Thr Lys Asn Cys Gin Pro Cys Arg Cys Asp I le 
885 890 895 

Asn Gly Ser Phe Ser Glu Asp Cys His Thr Arg Thr Gly Gin Cys Glu 
900 905 . 910 

Cys Arg Pro Asn Val Gin Gly Arg His Cys Asp Glu Cys Lys Pro Glu 
915 920 925 

Thr Phe Gly Leu Gin Leu Gly Arg Gly Cys Leu Pro Cys Asn Cys Asn 
930 935 940 
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Ser Phe Gly Ser Lys Ser Phe Asp Cys Glu Ala Ser Gly Gin Cys Trp 
945 950 955 960 

Cys Gin Pro Gly Val Ala Gly Lys Lys Cys Asp Arg Cys Ala His Gly 
965 970 975 

Tyr Phe Asn Phe Gin Glu Gly Gly Cys Me Ala Cys Asp Cys Ser His * 
980 985 990 

Leu Gly Asn Asn Cys Asp Pro Lys Thr Gly Gin Cys I le Cys Pro Pro 
995 1000 1005 

Asn Thr Thr Gly Glu Lys Cys Ser Glu Cys Leu Pro Asn Thr Trp 
1010 1015 1020 

Gly His Ser Me Val Thr Gly Cys Lys Val Cys Asn Cys Ser Thr 
1025 1030 1035 
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Val Gly Ser Leu Ala Ser Gin Cys Asn Val Asn Thr Gly Gin Cys 
1040 1045 1050 

Ser Cys His Pro Lys Phe Ser Gly Met Lys Cys Ser Glu Cys Ser 
1055 1060 1065 

Arg Gly His Trp Asn Tyr Pro Leu Cys Thr Leu Cys Asp Cys Phe 
1070 1075 1080 

Leu Pro Gly Thr Asp Ala Thr Thr Cys Asp Leu Glu Thr Arg Lys 
1085 1090 1095 

Cys Ser Cys Ser Asp Gin Thr Gly Gin Cys Ser Cys Lys Val Asn 
1100 1105 1110 

Val Glu Gly Val His Cys Asp Arg Cys Arg Pro Gly Lys Phe Gly 
1115 1120 1125 

Leu Asp Ala Lys Asn Pro Leu Gly Cys Ser Ser Cys Tyr Cys Phe 
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1130 1135 1140 



Gly Val Thr Ser Gin Cys Ser Glu Ala Lys Gly Leu I le Arg Thr 
1145 1150 1155 



Trp Val Thr Leu Ser Asp Glu Gin Thr lie Leu Pro Leu Vai Asp 
1160 1165 1170 



Glu Ala Leu Gin His Thr Thr Thr Lys Gly lie Ala Phe Gin Lys 
1175 1180 1185 



Pro Glu lie Val Ala Lys Met Asp Glu Val Arg Gin Glu Leu His 
1190 1195 1200 



Leu Glu Pro Phe Tyr Trp Lys Leu Pro Gin Gin Phe Glu Gly Lys 
1205 1210 1215 



Lys Leu Met Ala Tyr G I y Gly Lys Leu Lys Tyr Ala lie Tyr Phe 
1220 1225 1230 
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Glu Ala Arg Asp Glu Thr Gly Phe Ala Thr Tyr Lys Pro Gin Val 
1235 1240 1245 

He He Arg Gly Gly Thr Pro Thr His Ala Arg lie lie Thr Arg 
1250 1255 1260 

His Met Ala Ala Pro Leu lie Gly Gin Leu Thr Arg His Glu lie 
1265 1270 1275 

Glu Met Thr Glu Lys Glu Trp Lys Tyr Tyr Gly Asp Asp Pro Arg 
1280 1285 1290 

lie Ser Arg Thr Val Thr Arg Glu Asp Phe Leu Asp lie Leu Tyr 
1295 1300 1305 

Asp lie His Tyr lie Leu lie Lys Ala Thr Tyr Gly Asn Val Val 
1310 1315 1320 

Arg Gin Ser Arg lie Ser Glu lie Ser Met Glu Val Ala Glu Pro 
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1325 1330 1335 



Gly His Val Leu Ala Gly Ser Pro Pro Ala His Leu MeGluArg 
1340 1345 1350 



Cys Asp Cys Pro Pro Gly Tyr Ser Gly Leu Ser Cys Glu Thr Cys 
1355 1360 1365 



Ala Pro Gly Phe Tyr Arg Leu Arg Ser Glu Pro Gly Gly Arg Thr 
1370 1375 1380 



Pro Gly Pro Thr Leu Gly Thr Cys Val Pro Cys Gin Cys Asn Gly 
1385 1390 1395 



His Ser Ser Gin Cys Asp Pro Glu Thr Ser Val Cys Gin Asn Cys 
1400 1405 1410 



Gin His His Thr Ala Gly Asp Phe Cys Glu Arg Cys Ala Leu Gly 
1415 1420 1425 
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Tyr Tyr Gly lie Val Arg Gly Leu Pro Asn Asp Cys Gin Pro Cys 
1430 1435 1440 

Ala Cys Pro Leu Me Ser Pro Ser Asn Asn Phe Ser Pro Ser Cys 
1445 1450 1455 

Val Leu Glu Gly Leu Glu Asp Tyr Arg Cys Thr Ala Cys Pro Arg 
1460 1465 1470 

Gly Tyr Glu Gly Gin Tyr Cys Glu Arg Cys Ala Pro Gly Tyr Thr 
1475 1480 1485 

Gly Ser Pro Ser Ser Pro Gly Gly Ser Cys Gin Glu Cys Glu Cys 
1490 1495 1500 

Asp Pro Tyr Gly Ser Leu Pro Val Pro Cys Asp Arg Val Thr Gly 
1505 1510 1515 

Leu Cys Thr Cys Arg Pro Gly Ala Thr Gly Arg Lys Cys Asp Gly 
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1520 1525 1530 



Cys Glu His Trp His Ala Arg Glu Gly Ala Glu Cys Val Phe Cys 
1535 1540 1545 



Gly Asp Glu Cys Thr Gly Leu Leu Leu Gly Asp Leu Ala Arg Leu 
1550 1555 1560 



Glu Gin Met Thr Met Asn Me Asn Leu Thr Gly Pro Leu Pro Ala 
1565 1570 1575 



Pro Tyr Lys lie Leu Tyr Gly Leu Glu Asn Thr Thr Gin Glu Leu 
1580 1585 1590 



Lys His Leu Leu Ser Pro Gin Arg Ala Pro Glu Arg Leu lie Gin 
1595 1600 1605 



Leu Ala Glu Gly Asn Val Asn Thr Leu Val Met Glu Thr Asn Glu 
1610 1615 1620 
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Leu Leu Thr Arg Ala Thr Lys Val Thr Ala Asp Gly Glu Gin Thr 
1625 1630 1635 

Gly Gin Asp Ala Glu Arg Thr Asn Ser Arg Ala Glu Ser Leu Glu 
1640 1645 1650 

Glu Phe lie Lys Gly Leu Val Gin Asp Ala Glu Ala lie Asn Glu 
1655 1660 1665 

Lys Ala Val Lys Leu Asn Glu Thr Leu Gly Asn Gin Asp Lys Thr 
1670 1675 1680 

Ala Glu Arg Asn Leu Glu Glu Leu Gin Lys Glu lie Asp Arg Met 
1685 1690 1695 

Leu Lys Glu Leu Arg Ser Lys Asp Leu Gin Thr Gin Lys Glu Val 
1700 1705 1710 

Ala Glu Asp Glu Leu Val Ala Ala Glu Gly Leu Leu Lys Arg Val 
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1715 1720 1725 



Asn Lys Leu Phe Gly Glu Pro Arg Ala Gin Asn Glu Asp Met Glu 
1730 1735 1740 



Lys Asp Leu Gin Gin Lys Leu Ala Glu Tyr Lys Asn Lys Leu Asp 
1745 1750 1755 



Asp Ala Trp Asp Leu Leu Arg Glu Ala Thr Asp Lys Thr Arg Asp 
1760 1765 1770 



Ala Asn Arg Leu Ser Ala Ala Asn Gin Lys Asn Met Thr lie Leu 
1775 1780 1785 



Glu Thr Lys Lys Glu Ala Me Glu Gly Ser Lys Arg Gin lie Glu 
1790 1795 1800 



Asn Thr Leu Lys Glu Gly Asn Asp Me Leu Asp Glu Ala Asn Gin 
1805 1810 1815 
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Leu Leu Gly Glu lie Asn Ser Val lie Asp Tyr Val. Asp Asp lie 
1820 1825 1830 

Lys Thr Lys Leu Pro Pro Met Ser Glu Glu Leu Ser Asp Lys Me 
1835 1840 1845 

Asp Asp Leu Ala Gin Glu I le Lys Asp Arg Arg Leu Ala Glu Lys 
1850 1855 1860 



Val Phe Gin Ala Glu Ser His Ala Ala Gin Leu Asn Asp Ser Ser 

1865 1870 1875 

Ala Val Leu Asp Gly lie Leu Asp Glu Ala Lys Asn Me Ser Phe 

1880 1885 1890 

Asn Ala Thr Ala Ala Phe Arg Ala Tyr Ser Asn Me Lys Asp Tyr 

1895 1900 1905 

lie Asp Glu Ala Glu Lys Val Ala Arg Glu Ala Lys Glu Leu Ala 
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1910 1915 1920 



Gin Gly Ala Thr Lys Leu Ala Thr Ser Pro Gin Gly Leu Leu Lys 
1925 1930 1935 



Glu Asp Ala Lys Gly Ser Leu Gin Lys Ser Phe Arg lie Leu Asn 
1940 1945 1950 



Glu Ala Lys Lys Leu Ala Asn Asp Val Lys Gly Asn His Asn Asp 
1955 1960 1965 



Leu Asn Asp Leu Lys Thr Arg Leu Glu Thr Ala Asp Leu Arg Asn 
1970 1975 1980 



Ser Gly Leu Leu Gly Ala Leu Asn Asp Thr Met Asp Lys Leu Ser 
1985 .1990 1995 



Ala He Thr Asn Asp Thr Ala Ala Lys Leu Gin Ala Val Lys Glu 
2000 2005 2010 
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Lys Ala Arg Glu Ala Asn Asp Thr Ala Lys Ala Val Leu Ala Gin 
2015 2020 2025 

Val Lys Asp Leu His Gin Asn Leu Asp Gly Leu Lys Gin Asn Tyr 
2030 2035 2040 

Asn Lys Leu Ala Asp Ser Val Ala Lys Thr Asn Ala Val Val Lys 
2045 2050 2055 

Asp Pro Ser Lys Asn Lys lie lie Ala Asp Ala Gly Thr Ser Val 
2060 2065 2070 

Arg Asn Leu Glu Gin Glu Ala Asp Arg Leu Me Asp Lys Leu Lys 
2075 2080 2085 

Pro He Lys Glu Leu Glu Asp Asn Leu Lys Lys Asn He Ser Glu 
2090 2095 2100 

lie Lys Glu Leu Me Asn Gin Ala Arg Lys Gin Ala Asn Ser lie 
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2105 2110 2115 



Lys Val Ser Val Ser Ser Gly Gly Asp Cys Val Arg Thr Tyr Arg 
2120 2125 2130 



Pro Glu lie Lys Lys Gly Ser Tyr Asn Asn Me Val Val His Val 
2135 2140 2145 



Lys Thr Ala Val Ala Asp Asn Leu Leu Phe Tyr Leu Gly Ser Ala 
2150 2155 2160 



Lys Phe I le Asp Phe Leu Ala I le Glu Met Arg Lys Gly Lys Val 
2165 2170 2175 



Ser Phe Leu Trp lie Val Gly Ser Gly Val Gly Arg Val Gly Phe 
2180 2185 2190 



Pro Asp Leu Thr I le Asp Asp Ser Tyr Trp Tyr Arg Me Glu Ala 
2195 2200 2205 
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Ser Arg Thr Gly Arg Asn Gly Ser lie Ser Val Arg Ala Leu Asp 
2210 2215 2220 

Gly Pro Lys Ala Ser Met Val Pro Ser Thr Tyr His Ser Val Ser 
2225 2230 2235 

Pro Pro Gly Tyr Thr lie Leu Asp Val Asp Ala Asn Ala Met Leu 
2240 2245 2250 

Phe Val Gly Gly Leu Thr Gly Lys lie Lys Lys Ala Asp Ala Val 
2255 2260 2265 

Arg Val He Thr Phe Thr Gly Cys Met Gly Glu Thr Tyr Phe Asp 
2270 2275 2280 

Asn Lys Pro lie Gly Leu Trp Asn Phe Arg Glu Lys Glu Gly Asp 
2285 2290 2295 

Cys Lys Gly Cys Thr Val Ser Pro Gin Val Glu Asp Ser Glu Gly 
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2300 2305 2310 



Thr I le Gin Phe Asp Gly Glu Gly Tyr Ala Leu Val Ser Arg Pro 
2315 2320 2325 



Me Arg Trp Tyr Pro Asn Me Ser Thr Val Met Phe Lys Phe Arg 
2330 2335 2340 



Thr Phe Ser Ser Ser Ala Leu Leu Met Tyr Leu Ala Thr Arg Asp 
2345 2350 2355 



Leu Lys Asp Phe Met Ser Val Glu Leu Ser Asp Gly His Val Lys 
2360 2365 2370 



Val Ser Tyr Asp Leu Gly Ser Gly Met Thr Ser Val Val Ser Asn 
2375 2380 2385 



Gin Asn His Asn Asp Gly Lys Trp Lys Ala Phe Thr Leu Ser Arg 
2390 2395 2400 
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I le Gin Lys Gin Ala Asn I le Ser I le Val Asp I le Asp Ser Asn 
2405 2410 2415 

Gin Glu Glu Asn Val Ala Thr Ser Ser Ser Gly Asn Asn Phe Gly 
2420 2425 2430 

Leu Asp Leu Lys Ala Asp Asp Lys I le Tyr Phe Gly Gly Leu Pro 
2435 2440 2445 

Thr Leu Arg Asn Leu Ser Met Lys Ala Arg Pro Glu Val Asn Val 
2450 2455 2460 

Lys Lys Tyr Ser Gly Cys Leu Lys Asp I le Glu I le Ser Arg Thr 
2465 2470 2475 

Pro Tyr Asn Me Leu Ser Ser Pro Asp Tyr Val Gly Val Thr Lys 
2480 2485 2490 

Gly Cys Ser Leu Glu Asn Val Asn Thr Val. Ser Phe Pro Lys Pro 
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2495 2500 2505 



Gly Phe Val Glu Leu Ala Ala Val Ser lie Asp Val Gly Thr Glu 
2510 2515 2520 



lie Asn Leu Ser Phe Ser Thr Arg Asn Glu Ser Gly lie Me Leu 
2525 2530 2535 



Leu Gly Ser Gly Gly Thr Leu Thr Pro Pro Arg Arg Lys Arg Arg 
2540 2545 2550 



Gin Thr Thr Gin Ala Tyr Tyr Ala Me Phe Leu Asn Lys Gly Arg 
2555 2560 2565 



Leu Glu Val His Leu Ser Ser Gly Thr Arg Thr Met Arg Lys lie 
2570 2575 2580 



Val Me Lys Pro Glu Pro Asn Leu Phe His Asp Gly Arg Glu His 
2585 2590 2595 
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Ser Val His Val Glu Arg Thr Arg Gly tie Phe Thr Val Gin Me 
2600 2605 2610 

Asp Glu Asp Arg Arg His lie Gin Asn Leu Thr Glu Glu Gin Pro 
2615 2620 2625 

lie Glu Val Lys Lys Leu Phe Val Gly Gly Ala Pro Pro Glu Phe 
2630 2635 2640 

Gin Pro Ser Pro Leu Arg Asn Me Pro Ala Phe Gin Gly Cys Val 
2645 2650 2655 

Trp Asn Leu Val Me Asn Ser Me Pro Met Asp Phe Ala Gin Pro 
2660 2665 2670 

Me Ala Phe Lys Asn Ala. Asp Me Gly Arg Cys Thr Tyr Gin Lys 
2675 2680 2685 

Pro Arg Glu Asp Glu iSer Glu Ala Val Pro Ala Glu Val Me Val 
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2690 2695 2700 



Gin Pro Gin Ser Val Pro Thr Pro Ala Phe Pro Phe Pro Val Pro 
2705 2710 2715 



Thr Met Val His Gly Pro Cys Val Ala Glu Ser Glu Pro Ala Leu 
2720 2725 2730 



Leu Thr Gly Ser Lys Gin Phe Gly Leu Ser Arg Asn Ser His I le 
2735 2740 2745 



Ala lie Val Phe Asp Asp Thr Lys Val Lys Asn Arg Leu Thr lie 
2750 2755 2760 



Glu Leu Glu Val Arg Thr Glu Ala Glu Ser Gly Leu Leu Phe Tyr 
2765 2770 2775 



Met Gly Arg lie Asn His Ala Asp Phe Gly Thr Val Gin Leu Arg 
2780 2785 2790 
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Asn Gly Phe Pro Phe Phe Ser Tyr Asp Leu Gly Ser Gly Ser Thr 

2795 2800 2805 

Arg Thr Met lie Pro Thr Lys lie Asn Asp Gly Gin Trp His Lys 

2810 2815 2820 

Me Lys lie Va! Arg Val Lys Gin Glu Gly lie Leu Tyr Val Asp 

2825 2830 2835 

Asp Ala Ser Ser Gin Thr lie Ser Pro Lys Lys Ala Asp lie Leu 

2840 2845 2850 

Asp Val Gly Gly lie Leu Tyr Val Gly Gly Leu Pro lie Asn Tyr 

2855 2860 2865 

Thr Thr Arg Arg Me Gly Pro Val Thr Tyr Ser Leu Asp Gly Cys 

2870 2875 2880 

Val Arg Asn Leu His Met Glu Gin Ala Pro Val Asp Leu Asp Gin 
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2885 2890 2895 



Pro Thr Ser Ser Phe His Val Gly Thr Cys Phe Ala Asn Ala Glu 
2900 2905 2910 



Ser Gly Thr Tyr Phe Asp Gly Thr Gly Phe Gly Lys Ala Val Gly 
2915 2920 2925 



Gly Phe lie Val Gly Leu Asp Leu Leu Val Glu Phe Glu Phe Arg 
2930 2935 2940 



Thr Thr Arg Pro Thr Gly Val Leu Leu Gly Me Ser Ser Gin Lys 



2945 2950 2955 



Met Asp Gly Met Gly He Glu Met He Asp Glu Lys Leu Met Phe 
2960 2965 2970 



His Val Asp Asn Gly Ala Gly Arg Phe Thr Ala I le Tyr Asp Ala 
2975 2980 2985 
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Glu lie Pro Gly His Met Cys Asn Gly Gin Trp Tyr Lys Val Thr 
2990 2995 3000 

Ala Lys Lys I le Lys Asn Arg Leu Glu Leu Val Val Asp Gly Asn 
3005 3010 3015 

Gin Val Asp Ala Gin Ser Pro Asn Ser Ala Ser Thr Ser Ala Asp 
3020 3025 3030 

Thr Asn Asp Pro Val Phe Val Gly Gly Phe Pro Gly Gly Leu Asn 
3035 3040 3045 

Gin Phe Gly Leu Thr Thr Asn Me Arg Phe Arg Gly Cys Me Arg 
3050 3055 3060 

Ser Leu Lys Leu Thr Lys Gly Thr Ala Asn Arg Trp Arg Leu lie 
3065 3070 3075 
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Leu Pro . Arg Pro Trp Asn 
3080 



<210> 7 

<211> 5583 

<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 

<222> (42).. (5441) 

<223> I ami n in, beta 2 



<400> 7 

ccacgcgtcc gggacaccag cccagtaccc acacggtcgg g atg gag tgg gcc tea 56 

Met 6!u Trp Ala Ser 
1 5 

gga gaa cca ggg agg ggc agg cag gga cag cct ttg cca tgg gaa ctt 104 
Gly Glu Pro Gly Arg Gly Arg Gin Gly Gin Pro Leu Pro Trp Glu Leu 
10 15 20 

cgc ttg ggc eta ctt eta agt gtg ctg get gcc aca ttg gcc cag gcc 152 
Arg Leu Gly Leu Leu Leu Ser Val Leu Ala Ala Thr Leu Ala Gin Ala 
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25 



30 



35 



ccg tec ttg gat gta cct ggc tgt tct cga gga age tgc tat cca gec 
Pro Ser Leu Asp Val Pro Gly Cys Ser Arg Gly Ser Cys Tyr Pro Ala 
40 45 50 



200 



acc ggt gac ctg ttg gtg ggc cgt gcg gac aga ctg acg gec tea tec 
Thr Gly Asp Leu Leu Val Gly Arg Ala Asp Arg Leu Thr Ala Ser Ser 
55 60 65 



248 



acg tgt ggc ttg cat age cct caa ccc tac tgt att gtc agt cac ctg 
Thr Cys Gly Leu His Ser Pro Gin Pro Tyr Cys Me Val Ser His Leu 
70 75 80 85 



296 



cag gac gaa aag aag tgt ttc ctg tgt gac tec cga cgt ccc ttc tct 
Gin Asp Glu Lys Lys Cys Phe Leu Cys Asp Ser Arg Arg Pro Phe Ser 
90 95 100 



344 



get cga gac aac cca aat agt cat egg ate cag aat gta gtc acc age 
Ala Arg Asp Asn Pro Asn Ser His Arg lie Gin Asn Val Val Thr Ser 
105 110 115 



392 



ttt gcg cca caa cgc egg acg gec tgg tgg caa teg gag aac ggg gtt 
Phe Ala Pro Gin Arg Arg Thr Ala Trp Trp Gin Ser Glu Asn Gly Val 
120 125 130 



440 
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cca atg gtc acc ate caa ctg gac ctg gaa get gag ttt cat ttc acc 488 
Pro Met Val Thr lie Gin Leu Asp Leu Glu Ala Glu Phe His Phe Thr 
135 140 145 

cac etc att atg acg ttc aag acg ttc egg cct get get atg ctg gtg 536 
His Leu I le Met Thr Phe Lys Thr Phe Arg Pro Ala Ala Met Leu Val 
150 155 160 165 

gag cgt tct gca gac ttt ggc cgc acc tgg cac gtg tac cga tat ttt 584 
Glu Arg Ser Ala Asp Phe Gly Arg Thr Trp His Val Tyr Arg Tyr Phe 
170 175 180 

tec tat gac tgc ggg get gac ttc ccg gga ate cca ctg gee ccg cca 632 
Ser Tyr Asp Cys Gly Ala Asp Phe Pro Gly lie Pro Leu Ala Pro Pro 
185 190 195 



cgt cgc tgg gat gat gta gtg tgt gag tec cgc tac tea gaa ate gag 680 
Arg Arg Trp Asp Asp Val Val Cys Glu Ser Arg Tyr Ser Glu I le Glu 
200 205 210 

ccg tct acg gaa ggc gag gtc ate tat cgt gtg ctg gac cct get att 728 
Pro Ser Thr Glu Gly Glu Val I le Tyr Arg Val Leu Asp Pro Ala I le 
215 220 225 

cct ate cca gac ccc tac age tea egg att cag aac ctg ttg aag ate 776 
Pro lie Pro Asp Pro Tyr Ser Ser Arg lie Gin Asn Leu Leu Lys Me 
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230 



235 



240 



245 



acc aac eta cga gtg aac tta acc egg ctt cac aca ctg gga gac aac 
Thr Asn Leu Arg Val Asn Leu Thr Arg Leu His Thr Leu Gly Asp Asn 
250 255 260 



824 



ttg ctt gac cca egg agg gag ate egg gaa aaa tac tat tat get etc 872 
Leu Leu Asp Pro Arg Arg Glu I le Arg 61 u Lys Tyr Tyr Tyr Ala Leu 
265 270 275 

tat gaa ctt gtc ate cgt ggc aac tgc ttc tgc tat ggc cac gee tea 920 
Tyr Glu Leu Val I le Arg Gly Asn Cys Phe Cys Tyr Gly His Ala Ser 
280 285 290 

cag tgt gcg cct gca cca ggg gcg ccg gec cat get gag ggc atg gta 968 
Gin Cys Ala Pro Ala Pro Gly Ala Pro Ala His Ala Glu Gly Met Val 
295 300 305 

cac gga gee tgt ate tgc aag cac aat act cgt gga etc aac tgt gag 1016 
His Gly Ala Cys I le Cys Lys His Asn Thr Arg Gly Leu Asn Cys Glu 
310 315 320 325 

cag tgt cag gat ttc tat cag gac ctt ccc tgg cac cct gca gag gac 1064 
Gin Cys Gin Asp Phe Tyr Gin Asp Leu Pro Trp His Pro Ala Glu Asp 
330 335 340 
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ggc cat act cac gcc tgt egg aag tgt gag tgc aac ggg cat act cat 1112 
Gly His Thr His Ala Cys Arg Lys Cys Glu Cys Asn Gly His Thr His 
345 350 355 



age tgc cac ttt gac atg get gtc tac ctg gca tct gga aat gta agt 1160 
Ser Cys His Phe Asp Met Ala Val Tyr Leu Ala Ser Gly Asn Val Ser 
360 365 370 

gga ggc gta tgc gat ggg tgt cag cac aac aca get ggg cgc cat tgt 1208 
Gly Gly Val Cys Asp Gly Cys Gin His Asn Thr Ala Gly Arg His Cys 
375 380 385 

gag ttc tgc egg ccc ttc ttc tac cgt gac ccc acc aag gac atg egg 1256 
Glu Phe Cys Arg Pro Phe Phe Tyr Arg Asp Pro Thr Lys Asp Met Arg 
390 395 400 405 

gac cca get gtg tgc cgt cct tgt gac tgt gac cct atg ggt tct caa 1304 
Asp Pro Ala Val Cys Arg Pro Cys Asp Cys Asp Pro Met Gly Ser Gin 
410 415 420 

gat ggt ggt cgc tgt gat tct cat gat gac cct gtg eta gga ctg gtc 1352 
Asp Gly Gly Arg Cys Asp Ser His Asp Asp Pro Val Leu Gly Leu Val 
425 430 435 



tea ggc cag tgt cgc tgc aaa gaa cac gtg gtt ggc act cgc tgc cag 1400 
Ser Gly Gin Cys Arg Cys Lys Glu His Val Val Gly Thr Arg Cys Gin 
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440 



445 



450 



caa tgc cgt gat ggc ttc ttt gga ctt agt gcc agt gac cot cga 
Gin Cys Arg Asp Gly Phe Phe Gly Leu Ser Ala Ser Asp Pro Arg Gly 
455 460 465 



1448 



tgc cag cgt tgc cag tgt aat tea egg ggc aca gtg cct ggg age tec 1496 
Cys Gin Arg Cys Gin Cys Asn Ser Arg Gly Thr Val Pro Gly Ser Ser 
470 475 480 485 

cct tgt gac tec agt agt gga ace tgt ttc tgc aag cgt ctg gtg acc 1544 
Pro Cys Asp Ser Ser Ser Gly Thr Cys Phe Cys Lys Arg Leu Val Thr 
490 495 500 

gga cat ggc tgt gac cgc tgt ctg cct ggc cac tgg ggc ctg age cat 1592 
Gly His Gly Cys Asp Arg Cys Leu Pro Gly His Trp Gly Leu Ser His 
505 510 515 

gac ctg ctg ggc tgc cgt ccc tgt gac tgt gat gtg ggc ggt gcc ttg 1640 
Asp Leu Leu Gly Cys Arg Pro Cys Asp Cys Asp Val Gly Gly Ala Leu 
520 525 530 



gat cct cag tgt gat gag gcc acc ggt cag tgc cgc tgc cgc caa cac 1688 
Asp Pro Gin Cys Asp Glu Ala Thr Gly Gin Cys Arg Cys Arg Gin His 
535 540 545 
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atg att ggg egg cgc tgc gaa caa gtg cag cct ggc tac ttc egg cct 
Met I le Gly Arg Arg Cys Glu Gin Val Gin Pro Gly Tyr Phe Arg Pro 
550 555 560 565 



1736 



ttt ctg gac cat tta acc tgg gag get gag get gee caa ggg cag ggg 
Phe Leu Asp His Leu Thr Trp Glu Ala Glu Ala Ala Gin Gly Gin Gly 
570 575 580 



1784 



ctt gag gtg gta gag egg ctg gtg acc aac cga gag act ccg tec tgg 
Leu Glu Val Val Glu Arg Leu Val Thr Asn Arg Glu Thr Pro Ser Trp 
585 590 595 



1832 



act ggc cca ggc ttt gtg egg ctg cga gaa ggt cag gaa gtg gag ttc 
Thr Gly Pro Gly Phe Val Arg Leu Arg Glu Gly Gin Glu Val Glu Phe 
600 605 610 



1880 



ctg gtg acc tct ttg cct agg gee atg gac tat gac ctg eta ctg cgc 1928 
Leu Val Thr Ser Leu Pro Arg Ala Met Asp Tyr Asp Leu Leu Leu Arg 
615 620 625 

tgg gag ccc cag gtc cct gag caa tgg gca gag ctg gaa ctg atg gtg 1976 
Trp Glu Pro Gin Val Pro Glu Gin Trp Ala Glu Leu Glu Leu Met Val 
630 635 640 645 

cag cgt ccg ggg cct gtg tct get cac agt ccg tgc ggg cat gtg ctg 2024 
Gin Arg Pro Gly Pro Val Ser Ala His Ser Pro Cys Gly His Val Leu 
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650 



655 



660 



cct aag gat gac cgc att cag ggg atg ctt cac cca aac acc agg ttt 
Pro Lys Asp Asp Arg lie Gin Gly Met Leu His Pro Asn Thr Arg Phe 
665 670 675 



2072 



ttg gtg ttt ccc aga cct gtc tgc ctt gag cct ggc ate tec tac aag 
Leu Val Phe Pro Arg Pro Val Cys Leu Glu Pro Gly lie Ser Tyr Lys 
680 685 690 



2120 



ctg aag ctg aaa ctg ate gga aca ggg gga cga gee cag cct gaa acc 
Leu Lys Leu Lys Leu He Gly Thr Gly Gly Arg Ala Gin Pro Glu Thr 
695 700 705 



2168 



tec tac tct gga tta etc att gac teg ctg gtc ctg cag ccc cac gtc 
Ser Tyr Ser Gly Leu Leu He Asp Ser Leu Val Leu Gin Pro His Val 
710 715 720 725 



2216 



ttg gtg eta gag atg ttt agt ggg ggc gat get get get ctg gag cgc 
Leu Val Leu Glu Met Phe Ser Gly. Gly Asp Ala Ala Ala Leu Glu Arg 
730 735 740 



2264 



cgt acc acc ttt gaa cgc tac cgc tgc cat gag gaa ggt ctg atg ccc 
Arg Thr Thr Phe Glu Arg Tyr Arg Cys His Glu Glu Gly Leu Met Pro 
745 750 755 



2312 
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age aag gec cct eta tct gag acc tgt gec ccc etc etc ate age gtg 2360 
Ser Lys Ala Pro Leu Ser Glu Thr Cys Ala Pro Leu Leu He Ser Val 
760 765 770 

tec gee ttg ate tac aat ggc gec ttg cca tgt cag tgt gac cct caa 2408 
Ser Ala Leu Me Tyr Asn Gly Ala Leu Pro Cys Gin Cys Asp Pro Gin 
775 780 785 

ggc tea ctg agt tct gaa tgc agt cct cac ggt ggc cag tgc egg tgc 2456 
Gly Ser Leu Ser Ser Glu Cys Ser Pro His Gly Gly Gin Cys Arg Cys 
790 795 800 805 

aaa cct gga gtg gtt gga cgc cgt tgt gat gtc tgt get act ggc tac 2504 
Lys Pro Gly Val Val Gly Arg Arg Cys Asp Val Cys Ala Thr Gly Tyr 
810 815 820 

tat ggc ttt ggc cct gca ggc tgt caa gee tgc cag tgt agt cct gat 2552 
Tyr Gly Phe Gly Pro Ala Gly Cys Gin Ala Cys Gin Cys Ser Pro Asp 
825 830 835 

gga gca etc agt gee etc tgt gaa ggg act agt gga cag tgc ccc tgc 2600 
Gly Ala Leu Ser Ala Leu Cys Glu Gly Thr Ser Gly Gin Cys Pro Cys 
840 845 850 

cga cct ggt gee ttt ggt ctt cgc tgt gac cac tgt caa cgt ggc cag 2648 
Arg Pro Gly Ala Phe Gly Leu Arg Cys Asp His Cys Gin Arg Gly Gin 
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855 



860 



865 



tgg gga ttc cct aat tgc egg ccg tgt gtc tgc aat ggg cgt gcg gat 
Trp Gly Phe Pro Asn Cys Arg Pro Cys Val Cys Asn Gly Arg Ala Asp 
870 875 880 885 



2696 



gag tgt gat acc cac aca ggc get tgc ctg ggc tgc cgt gat tac acg 
Glu Cys Asp Thr His Thr Gly Ala Cys Leu. Gly Cys Arg Asp Tyr Thr 
890 895 900 



2744 



ggg ggc gag cac tgt gaa agg tgc att get ggt ttt cat ggg gac cca 
Gly Gly Glu His Cys Glu Arg Cys Me Ala Gly Phe His Gly Asp Pro 
905 910 915 



2792 



egg ctg cca tat ggg ggc cag tgc egg cct tgt ccc tgc cct gaa ggc 
Arg Leu Pro Tyr Gly Gly Gin Cys Arg Pro Cys Pro Cys Pro Glu Gly 
920 925 930 



2840 



cct ggg age cag cga cac ttt get act tct tgc cac egg gat gga tat 2888 
Pro Gly Ser Gin Arg His Phe Ala Thr Ser Cys His Arg Asp Gly Tyr 
935 940 945 



tec cag caa att gtg tgc cag tgt cga gaa ggc tac aca ggg ctt egg 2936 
Ser Gin Gin lie Val Cys Gin Cys Arg Glu Gly Tyr Thr Gly Leu Arg 
950 955 960 965 
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tgt gaa get tgt gec ccc ggg cac ttt ggg gac cca tea aag cca ggt 
Cys Glu Ala Cys Ala Pro Gly His Phe Gly Asp Pro Ser Lys Pro Gly 
970 975 980 

ggc agg tgc caa ctg tgt gag tgc agt gga aac att gat ccc atg gac 
Gly Arg Cys Gin Leu Cys Glu Cys Ser Gly Asn I le Asp Pro Met Asp 
985 990 995 

cct gat gec tgt gat ccc cac acg ggg caa tgc ttg cgt tgt tta 3077 
Pro Asp Ala Cys Asp Pro His Thr Gly Gin Cys Leu Arg Cys Leu 
1000 1005 1010 

cac aac aca gag ggg ccc cac tgt ggc tat tgc aag cct ggc ttc 3122 
His Asn Thr Glu Gly Pro His Cys Gly Tyr Cys Lys Pro Gly Phe 
1015 1020 1025 

cat ggg caa get gec cga cag age tgt cac cgc tgt ace tgc aac 3167 
His Gly Gin Ala Ala Arg Gin Ser Cys His Arg Cys Thr Cys Asn 
1030 1035 1040 

ctt ctg ggc aca gat ccc agg egg tgc cca tct ace gac ctg tgc 3212 
Leu Leu Gly Thr Asp Pro Arg Arg Cys Pro Ser Thr Asp Leu Cys 
1045 1050 1055 

cat tgt gac cca age act ggg cag tgc cca tgc ctt ccc cat gtc 3257 
His Cys Asp Pro Ser Thr Gly Gin Cys Pro Cys Leu Pro His Val 



2984 



3032 
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1060 



1065 



1070 



caa ggc etc aac tgt gac cat tgt gec ccc aac ttt tgg aac ttc 3302 
Gin G/y Leu Asn Cys Asp His Cys Ala Pro Asn Phe Trp Asn Phe 
1075 1080 1085 



acc agt ggc cgt ggc tgc cag cct tgt get tgt cac cca age egg 
Thr Ser Giy Arg Gly Cys Gin Pro Cys Ala Cys His Pro Ser Arg 
1090 1095 1100 



3347 



gec aga ggc cct acc tgc aat gag ttc aca ggg cag tgt cac tgt 
Ala Arg Gly Pro Thr Cys Asn Glu Phe Thr Gly Gin Cys His Cys 
1105 1110 1115 



3392 



cat get ggc ttt ggt ggg agg act tgt tct gag tgc caa gag etc 
His Ala Gly Phe Gly Gly Arg Thr Cys Ser Glu Cys Gin Glu Leu 
1120 1125 1130 



3437 



tac tgg gga gac cct ggt ctg cag tgc cgt gec tgt gac tgt gat 
Tyr Trp Gly Asp Pro Gly Leu Gin Cys Arg Ala Cys Asp Cys Asp 
1135 1140 1145 



3482 



cct aga gga ata gac aaa cct cag tgt cat cgt tec aca ggc cac 
Pro Arg Gly lie Asp Lys Pro Gin Cys His Arg Ser Thr Gly His 
1150 U55 1160 



3527 
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tgt age tgc cgc oca ggc gtg tct ggt gtg cgc tgt gac cag tgt 3572 
Cys Ser Cys Arg Pro Gly Vai Ser Gly Val Arg Cys Asp Gin Cys 
1165 1170 1175 

get cgt ggc ttc tea ggg gtt ttt cct get tgt cac ccc tgc cac 3617 
Ala Arg Gly Phe Ser Gly Val Phe Pro Ala Cys His Pro Cys His 
1180 1185 1190 

get tgc ttt gga gac tgg gat cgt gtg gta cag gac ctg get get 3662 
Ala Cys Phe Gly Asp Trp Asp Arg Val Val Gin Asp Leu Ala Aia 
1195 1200 1205 



egg acg egg cgc ctg gag cag tgg get cag gag ttg cag caa aca 
Arg Thr Arg Arg Leu Glu Gin Trp Ala Gin Glu Leu Gin Gin Thr 
1210 1215 1220 



3707 



gga gtg ctg ggt gee ttt gag age age ttt ttg aac atg cag ggg 
Gly Val Leu Gly Ala Phe Glu Ser Ser Phe Leu Asn Met Gin Gly 
1225 1230 1235 



3752 



aag eta ggc atg gtg cag gec att atg agt gee cgc aat gee tea 
Lys Leu Gly Met Val Gin Ala lie Met Ser Ala Arg Asn Ala Ser 
1240 1245 1250 



3797 



gec gee tct acg gcg aag ctt gta gag gee aca gag gga eta cgt 
Ala Ala Ser Thr Ala Lys Leu Val Glu Ala Thr Glu Gly Leu Arg 
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1255 



1260 



1265 



cat gaa ate ggg aag acc acc gag cgc ctg act cag tta gaa gca 3887 
His Glu lie Gly Lys Thr Thr Glu Arg Leu Thr Gin Leu Glu Ala 
1270 1275 1280 

gag eta aca get gtg cag gat gag aac ttc aat gec aac cat gca 3932 
Glu Leu Thr Ala Val Gin Asp Glu Asn Phe Asn Ala Asn His Ala 
1285 1290 1295 



etc agt ggt ctg gag aga gac ggg ctt gcg ctt aat etc acc ctg 
Leu Ser Gly Leu Glu Arg Asp Gly Leu Ala Leu Asn Leu ■ Thr Leu 
1300 1305 1310 



3977 



agg cag ctg gat cag cat ctg gag ate etc aaa cat tea aat ttc 
Arg Gin Leu Asp Gin His Leu Glu lie Leu Lys His Ser Asn Phe 
1315 1320 1325 



4022 



tta ggt gee tat gac age ate cga cat gee cac age cag tec aca 
Leu Gly Ala Tyr Asp Ser lie Arg His Ala His Ser Gin Ser Thr 
1330 1335 1340 



4067 



gag gca gag cgc cgt gee aac gee tec acc ttt gca gta ccc age 
Glu Ala Glu Arg Arg Ala Asn Ala Ser Thr Phe Ala Val Pro Ser 
1345 1350 1355 



4112 
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cct gtg age aac tea gca gat acc egg cgt egg acg gaa gtg eta 4157 
Pro Val Ser Asn Ser Ala Asp Thr Arg Arg Arg Thr GIu Val Leu 
1360 1365 1370 

atg ggt gee caa aaa gaa aac ttc aac cgc caa cat ttg gee aac 4202 
Met Gly Ala Gin Lys GIu Asn Phe Asn Arg Gin His Leu Ala Asn 
1375 1380 1385 

cag cag gca ctg gga egg etc tct gca cat gee cac acc ctg age 4247 
Gin Gin Ala Leu Gly Arg Leu Ser Ala His Ala His Thr Leu Ser 
1390 1395 1400 



ctg acg ggc ata aat gag ttg gtg tgt ggg gca cca ggg gac gca 
Leu Thr Gly lie Asn GIu Leu Val Cys Gly Ala Pro Gly Asp Ala 
1405 1410 1415 



4292 



ccc tgt gec acc age cct tgt ggg ggt gec gga tgt egg gat gaa 
Pro Cys Ala Thr Ser Pro Cys Gly Gly Ala Gly Cys Arg Asp GIu 
1420 1425 1430 



4337 



gat ggg cag ccc cgt tgt ggt ggc etc ggt tgc agt ggg gca gca 
Asp Gly Gin Pro Arg Cys Gly Gly Leu Gly Cys Ser Gly Ala Ala 
1435 1440 1445 



4382 



gec acg gca gat eta gcg ctg ggc egg get egg cac acg cag gca 
Ala Thr Ala Asp Leu Ala Leu Gly Arg Ala Arg His Thr Gin Ala 
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1450 



1455 



1460 



gag ctg cag egg gca ctg gta gaa ggt ggc ggc ate etc age egg 
Glu Leu Gin Arg Ala Leu Val Glu Gly Gly Gly lie Leu Ser Arg 
1465 1470 1475 



4472 



gtg tct gag act cgt egg cag gca gaa gag gca cag cag cga gca 
Val Ser Glu Thr Arg Arg Gin Ala Glu Glu Ala Gin Gin Arg Ala 
1480 1485 1490 



4517 



cag gca gee ctg gac aag get aat get tec agg ggc cag gtg gaa 
Gin Ala Ala Leu Asp Lys Ala Asn Ala Ser Arg Gly Gin Val Glu 
1495 1500 1505 



4562 



cag gee aat cag gag ctt cga gaa ctt ate cag aat gtg aaa gac 
Gin Ala Asn Gin Glu Leu Arg Glu Leu I le Gin Asn Val Lys Asp 
1510 1515 1520 



4607 



ttc etc age cag gag gga gee gat cct gac agt att gaa atg gta 
Phe Leu Ser Gin Glu Gly Ala Asp Pro Asp Ser Me Glu Met Val 
1525 1530 1535 



4652 



gcg act egg gtg eta gac ate tec ate ccg gee tea ccc gag cag 
Ala Thr Arg Val Leu Asp Me Ser Me Pro Ala Ser Pro Glu Gin 
1540 .1545 1550 



4697 



103/179 



WO 2004/079332 



PCT/JP2004/002696 



ate cag cgc eta gee agt gag att gca gaa cgc gtc cga age ctg 4742 
Me Gin Arg Leu Ala Ser Glu Me Ala Glu Arg Val Arg Ser Leu 
1555 1560 1565 

gee gac gtg gac aca ate ctg gee cat ace atg ggc gac gtg cgt 4787 
Ala Asp Val Asp Thr lie Leu Ala His Thr Met Gly Asp Val Arg 
1570 1575 1580 

egg get gaa cag eta ctg caa gat gcg cac egg gca egg age egg 4832 
Arg Ala Glu Gin Leu Leu Gin Asp Ala His Arg Ala Arg Ser Arg 
1585 1590 1595 

gee gag ggt gag aga cag aag gca gag aca gtc caa gcg gca ctg 4877 
Ala Glu Gly Glu Arg Gin Lys Ala Glu Thr Val Gin Ala Ala Leu 
1600 1605 1610 

gag gag get cag agg gca caa gga get get cag ggt gec ate tgg 4922 
Glu Glu Ala Gin Arg Ala Gin Gly Ala Ala Gin Gly Ala MeTrp 
1615 1620 1625 

gga gca gtg gtt gac aca caa aac aca gag cag ace ctg cag egg 4967 
Gly Ala Val Val Asp Thr Gin Asn Thr Glu Gin Thr Leu Gin Arg 
1630 1635 1640 

gtc cag gag agg atg gca ggt gca gag aag tct ctg aac tct gee 5012 
Val Gin Glu Arg Met Ala Gly Ala Glu Lys Ser Leu Asn Ser Ala 
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1645 



1650 



1655 



ggt gag egg get egg caa tta gac gee etc ctg gag gee ctg aaa 
Gly Glu Arg Ala Arg Gin Leu Asp Ala Leu Leu Glu Ala Leu Lys 
1660 1665 1670 



5057 



ctg aaa egg gca gga aat age ctg gca gca tct aca gcg gaa gaa 
Leu Lys Arg Ala Gly Asn Ser Leu Ala Ala Ser Thr Ala Glu Glu 
1675 1680 1685 



5102 



aca gca ggc agt gec cag age cgt gee agg gag get gag aaa caa 
Thr Ala Gly Ser Ala Gin Ser Arg Ala Arg Glu Ala Glu Lys Gin 
1690 1695 1700 



5147 



eta egg gaa caa gta ggt gac caa tac caa aca gtg agg gcg ttg 
Leu Arg Glu Gin Val Gly Asp Gin Tyr Gin Thr Val Arg Ala Leu 
1705 1710 1715 



5192 



gca gag egg aag get gaa ggt gtt ctg get gca caa gee agg gca 
Ala Glu Arg Lys Ala Glu Gly Val Leu Ala Ala Gin Ala Arg Ala 
1720 1725 1730 



5237 



gaa caa ctg egg gat gag get egg gac ctg ttg cag gee get cag 
Glu Gin Leu Arg Asp Glu Ala Arg Asp Leu Leu Gin Ala Ala Gin 
1735 1740 1745 
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105/179 



WO 2004/079332 



PCT/JP2004/002696 



gat aag ctg cag egg eta cag gag ctg gag ggc aca tat gag gag 5327 
Asp Lys Leu Gin Arg Leu Gin Glu Leu Glu Gly Thr Tyr Glu Glu 
1750 1755 1760 

aac gag cgt gca ctg gag ggc aaa gcg gec cag ctg gat ggg ctg 5372 
Asn Glu Arg Ala Leu Glu Gly Lys Ala Ala Gin Leu Asp Gly Leu 
1765 1770 1775 

gaa gee agg atg cgc agt gtg etc cag gee ate aac ttg cag gtc 5417 
Glu Ala Arg Met Arg Ser Val Leu Gin Ala I le Asn Leu Gin Val 
1780 1785 1790 

cag ate tac aac acc tgc eag tga ccactcccta gggcctagcc ttgtcgccaa 5471 
Gin I le Tyr Asn Thr Cys Gin 
1795 

gcactgttct gcacacgatc gtccgcacat taaagagctc ctggctagca agagctttca 5531 
ataaacctgt gtgaacctca aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 5583 

<210> 8 

<211> 1799 

<212> PRT 

<213> Mus musculus 



106/179 



WO 2004/079332 



PCT/JP2004/002696 



<400> 8 

Met Glu Trp Ala Ser Gly Glu Pro Gly Arg Gly Arg Gin Gly Gin Pro 
15 10 15 

Leu Pro Trp Glu Leu Arg Leu Gly Leu Leu Leu Ser Val Leu Ala Ala 
20 25 30 

Thr Leu Ala Gin Ala Pro Ser Leu Asp Val Pro Gly <Cys Ser Arg Gly 
35 40 45 

Ser Cys Tyr Pro Ala Thr Gly Asp Leu Leu Val Gly Arg Ala Asp Arg 
50 55 60 

Leu Thr Ala Ser Ser Thr Cys Gly Leu His Ser Pro Gin Pro Tyr Cys 
65 70 75 80 

lie Val Ser His Leu Gin Asp Glu Lys Lys Cys Phe Leu Cys Asp Ser 
85 90 95 
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Arg Arg Pro Phe Ser Ala Arg Asp Asn Pro Asn Ser His Arg He Gin 
100 105 110 

Asn Val Val Thr Ser Phe Ala Pro Gin Arg Arg Thr Ala Trp Trp Gin 
115 120 125 

Ser Glu Asn Gly Val Pro Met Val Thr He Gin Leu Asp Leu Glu Ala 
130 135 140 

Giu Phe His Phe Thr His Leu lie Met Thr Phe Lys Thr Phe Arg Pro 
145 150 155 160 

Ala Ala Met Leu Val Glu Arg Ser Ala Asp Phe Gly Arg Thr Trp His 
165 170 175 

Val Tyr Arg Tyr Phe Ser Tyr Asp Cys Gly Ala Asp Phe Pro Gly He 
180 185 190 

Pro Leu Ala Pro Pro Arg Arg Trp Asp Asp Val Val Cys Glu Ser Arg 
195 200 205 
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Tyr Ser Glu He Glu Pro Ser Thr Glu Gly Glu Val Me Tyr Arg Val 
210 215 220 

Leu Asp Pro Ala I le.Pro I le Pro Asp Pro Tyr Ser Ser Arg I le Gin 
225 230 235 240 

Asn Leu Leu Lys lie Thr Asn Leu Arg Val Asn Leu Thr Arg Leu His 
245 250 255 

Thr Leu Gly Asp Asn Leu Leu Asp Pro Arg Arg Glu He Arg Glu Lys 
260 265 270 

Tyr Tyr Tyr Ala Leu Tyr Glu Leu Val lie Arg Gly Asn Cys Phe Cys 
275 280 285 

Tyr Gly His Ala Ser Gin Cys Aia Pro Ala Pro Gly Ala Pro Ala His 
290 295 300 
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Ala Glu Gly Met Val His Gly Ala Cys lie Cys Lys His Asn Thr Arg 
305 310 315 320 

Gly Leu Asn Cys Glu Gin Cys Gin Asp Phe Tyr Gin Asp Leu Pro Trp 
325 330 335 

His Pro Ala Glu Asp Gly His Thr His Ala Cys Arg Lys Cys Glu Cys 
340 345 350 

Asn Gly His Thr His Ser Cys His Phe Asp Met Ala Val Tyr Leu Ala 
355 360 365 

Ser Gly Asn Val Ser Gly Gly Val Cys Asp Gly Cys Gin His Asn Thr 
370 375 380 

Ala Gly Arg His Cys Glu Phe Cys Arg Pro Phe Phe Tyr Arg Asp Pro 
385 390 395 400 

Thr Lys Asp Met Arg Asp Pro Ala Val Cys Arg Pro Cys Asp Cys Asp 
405 410 415 
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Pro Met Gly Ser Gin Asp Gly Gly Arg Cys Asp Ser His Asp Asp Pro 
420 425 430 

Val Leu Gly Leu Val Ser Gly Gin Cys Arg Cys Lys Glu His Val Val 
435 440 445 

Gly Thr Arg Cys Gin Gin Cys Arg Asp Gly Phe Phe Gly Leu Ser Ala 
450 455 460 

Ser Asp Pro Arg Gly Cys Gin Arg Cys Gin Cys Asn Ser Arg Gly Thr 
465 470 475 480 

Val Pro Gly Ser Ser Pro Cys Asp Ser Ser Ser Gly Thr Cys Phe Cys 
485 490 495 

Lys Arg Leu Val Thr Gly His Gly Cys Asp Arg Cys Leu Pro Gly His 
500 505 510 
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Trp Gly Leu Ser His Asp Leu Leu Gly Cys Arg Pro Cys Asp Cys Asp 
515 520 525 

Val Gly Gly Ala Leu Asp Pro Gin Cys Asp Glu Ala Thr Gly Gin Cys 
530 535 540 

Arg Cys Arg Gin His Met Me Gly Arg Arg Cys Glu Gin Va! Gin Pro 
545 550 555 560 

Gly Tyr Phe Arg Pro Phe Leu Asp His Leu Thr Trp Glu Ala Glu Ala 
565 570 575 

Ala Gin Gly Gin Gly Leu Glu Val Val Glu Arg Leu Val Thr Asn Arg 
580 585 590 

Glu Thr Pro Ser Trp Thr Gly Pro Gly Phe Val Arg Leu Arg Glu Gly 
595 ' 600 605 

Gin Glu Val Glu Phe Leu Val Thr Ser Leu Pro Arg Ala Met Asp Tyr 
610 615 620 
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Asp Leu Leu Leu Arg Trp Glu Pro Gin Val Pro Glu Gin Trp Ala Glu 
625 630 635 640 

Leu Glu Leu Met Val Gin Arg Pro Gly Pro Val Ser Ala His Ser Pro 
645 650 655 

Cys Gly His Val Leu Pro Lys Asp Asp Arg lie Gin Gly Met Leu His 
660 665 670 

Pro Asn Thr Arg Phe Leu Val Phe Pro Arg Pro Val Cys Leu Glu Pro 
675 680 685 

Gly lie Ser Tyr Lys Leu Lys Leu Lys Leu Me Gly Thr Gly Gly Arg 
690 695 700 

Ala Gin Pro Glu Thr Ser Tyr Ser Gly Leu Leu lie Asp Ser Leu Val 
705 710 715 720 
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Leu Gin Pro His Val Leu Val Leu Glu Met Phe Ser Gly Gly Asp Ala 
725 730 735 

Ala Ala Leu Glu Arg Arg Thr Thr Phe Glu Arg Tyr Arg Cys His Glu 
740 745 750 

Glu Gly Leu Met Pro Ser Lys Ala Pro Leu Ser Glu Thr Cys Ala Pro 
755 760 765 

Leu Leu lie Ser Val Ser Ala Leu lie Tyr Asn Gly Ala Leu Pro Cys 
770 775 780 

Gin Cys Asp Pro Gin Gly Ser Leu Ser Ser Glu Cys Ser Pro His Gly 
785 790 795 800 

Gly Gin Cys Arg Cys Lys Pro Gly Val Val Gly Arg Arg Cys Asp Val 
805 810 815 

Cys Ala Thr Gly Tyr Tyr Gly Phe Gly Pro Ala Gly Cys Gin Ala Cys 
820 825 ■ 830 
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Gin Cys Ser Pro Asp Gly Ala Leu Ser Ala Leu Cys Glu Gly Thr Ser 
835 840 845 

Gly Gin Cys Pro Cys Arg Pro Gly Ala Phe Gly Leu Arg Cys Asp His 
850 855 860 

Cys Gin Arg Gly Gin Trp Gly Phe Pro Asn Cys Arg Pro Cys Vai Cys 
865 870 875 880 

Asn Gly Arg Ala Asp Glu Cys Asp Thr His Thr Gly Ala Cys Leu Gly 
885 890 895 

Cys Arg Asp Tyr Thr Gly Gly Glu His Cys Glu Arg Cys lie Ala Gly 
900 905 910 

Phe His Gly Asp Pro Arg Leu Pro Tyr Gly Gly Gin Cys Arg Pro Cys 
915 920 925 
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Pro Cys Pro GIu Gly Pro Gly Ser Gin Arg His Phe Ala Thr Ser Cys 
930 935 940 

His Arg Asp Gly Tyr Ser Gin Gin Me Val Cys Gin Cys Arg GIu Gly 
945 950 955 960 

Tyr Thr Gly Leu Arg Cys GIu Ala Cys Ala Pro Gly His Phe Gly Asp 
965 970 975 

Pro Ser Lys Pro Gly Gly Arg Cys Gin Leu Cys GIu Cys Ser Gly Asn 
980 985 990 

lie Asp Pro Met Asp Pro Asp Ala Cys Asp Pro His Thr Gly Gin Cys 
995 1000 1005 

Leu Arg Cys Leu His Asn Thr GIu Gly Pro His Cys Gly Tyr Cys 
1010 1015 1020 

Lys Pro Gly Phe His Gly Gin Ala Ala Arg Gin Ser Cys His Arg 
1025 1030 1035 
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Cys Thr Cys Asn Leu Leu Gly Thr Asp Pro Arg Arg Cys Pro Ser 
1040 1045 1050 



Thr Asp Leu Cys His Cys Asp Pro Ser Thr Gly Gin Cys Pro Cys 
1055 1060 1065 



Leu Pro His Val Gin Gly Leu Asn Cys Asp His Cys Ala Pro Asn 
1070 1075 1080 



Phe Trp Asn Phe Thr Ser Gly Arg Gly Cys Gin Pro Cys Ala Cys 
1085 1090 1095 



His Pro Ser Arg Ala Arg Gly Pro Thr Cys Asn Glu Phe Thr Gly 
1100 1105 1110 



Gin Cys His Cys His Ala Gly Phe Gly Gly Arg Thr Cys Ser Giu 
1115 1120 1125 
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Cys Gin Glu Leu Tyr Trp Giy Asp Pro Gly Leu Gin Cys Arg Ala 
1130 1135 1140 

Cys Asp Cys Asp Pro Arg Gly Me Asp Lys Pro Gin Cys His Arg 
1145 1150 1155 

Ser Thr Gly His Cys Ser Cys Arg Pro Giy Val Ser Gly Val Arg 
1160 1165 1170 

Cys Asp Gin Cys Ala Arg Gly Phe Ser Gly Val Phe Pro Ala Cys 
1175 1180 1185 

His Pro Cys His Ala Cys Phe Gly Asp Trp Asp Arg Val Val Gin 
1190 1195 1200 

Asp Leu Ala Ala Arg Thr Arg Arg Leu Glu Gin Trp Ala Gin Glu 
1205 1210 1215 

Leu Gin Gin Thr Gly Val Leu Gly Ala Phe Glu Ser Ser Phe Leu 
1220 1225 1230 
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Asn Met Gin Gly Lys Leu Gly Met Val Gin Ala lie Met Ser Ala 
1235 1240 1245 

Arg Asn Ala Ser Ala Ala Ser Thr Ala Lys Leu Val Glu Ala Thr 
1250 1255 1260 

Glu Gly Leu Arg His Glu lie Gly Lys Thr Thr Glu Arg Leu Thr 
1265 1270 1275 

Gin Leu Glu Ala Glu Leu Thr Ala Val Gin Asp Glu Asn Phe Asn 
1280 1285 1290 

Ala Asn His Ala Leu Ser Gly Leu Glu Arg Asp Gly Leu Ala Leu 
1295 1300 1305 

Asn Leu Thr Leu Arg Gin Leu Asp Gin His Leu Glu lie Leu Lys 
1310 1315 1320 
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His Ser Asn Phe Leu Gly Ala Tyr Asp Ser I le Arg His Ala His 
1325 1330 1335 

Ser Gin Ser Thr Glu Ala GIu Arg Arg Ala Asn Ala Ser Thr Phe 
1340 1345 1350 

Ala Val Pro Ser Pro Val Ser Asn Ser Ala Asp Thr Arg Arg Arg 
1355 1360 1365 

Thr GIu Val Leu Met Gly Ala Gin Lys Glu Asn Phe Asn Arg Gin 
1370 1375 1380 

His Leu Ala Asn Gin Gin Ala Leu Gly Arg Leu Ser Ala His Ala 
1385 1390 1395 

His Thr Leu Ser Leu Thr Gly lie Asn Glu Leu Val Cys Gly Ala 
1400 1405 .1410 

Pro Gly Asp Ala Pro Cys Ala Thr Ser Pro Cys Gly Gly Ala Gly 
1415 1420 1425 
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Cys Arg Asp Glu Asp Gly Gin Pro Arg Cys Gly Gly Leu Gly Cys 
1430 1435 1440 

Ser Gly Ala Ala Ala Thr Ala Asp Leu Ala Leu Gly Arg Ala Arg 
1445 1450 1455 

His Thr Gin Ala Glu Leu Gin Arg Ala Leu Val Glu Gly Gly Gly 
1460 1465 1470 

I le Leu Ser Arg Val Ser Glu Thr Arg Arg Gin Ala Glu Glu Ala 
1475 1480 1485 

Gin Gin Arg Ala Gin Ala Ala Leu Asp Lys Ala Asn Ala Ser Arg 
1490 1495 1500 

Gly Gin Val Glu Gin Ala Asn Gin Glu Leu Arg Glu Leu Me Gin 
1505 1510 1515 
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Asn Val Lys Asp Phe Leu Ser Gin Glu Gly Ala Asp pro Asp Ser 
1520 1525 1530 

lie Glu Met Val Ala Thr Arg Val Leu Asp lie Ser lie Pro Ala 
1535 1540 1545 

Ser Pro Glu Gin lie Gin Arg Leu Ala Ser Glu lie Ala Glu Arg 
1550 1555 1560 

Val Arg Ser Leu Ala Asp Val Asp Thr lie Leu Ala His Thr Met 
1565 1570 1575 

Gly Asp Val Arg Arg Ala Glu Gin Leu Leu Gin Asp Ala His Arg 
1580 1585 1590 

Ala Arg Ser Arg Ala Glu Gly Glu Arg Gin Lys Ala Glu Thr VaJ 
1595 1600 1605 

Gin Ala Ala Leu Glu Glu Ala Gin Arg Ala Gin Gly Ala Ala Gin 
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1610 1615 1620 



Gly Ala lie Trp Gly Ala Val Val Asp Thr Gin Asn Thr Glu Gin 
1625 1630 1635 



Thr Leu Gin Arg Val Gin Glu Arg Met Ala Gly Ala Glu Lys Ser 
1640 1645 1650 



Leu Asn Ser Ala Gly Glu Arg Ala Arg Gin Leu Asp Ala Leu Leu 
1655 1660 1665 



Glu Ala Leu Lys Leu Lys Arg Ala Gly Asn Ser Leu Ala Ala Ser 
1670 1675 1680 



Thr Ala Glu Glu Thr Ala Gly Ser Ala Gin Ser Arg Ala Arg Glu 
1685 1690 1695 



Ala Glu Lys Gin Leu Arg Glu Gin Val Gly Asp Gin Tyr Gin Thr 
1700 1705 1710 
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Val Arg Ala Leu Ala Glu Arg Lys Ala Glu Gly Val Leu Ala Ala 
1715 1720 1725 

Gin Ala Arg Ala Glu Gin Leu Arg Asp Glu Ala Arg Asp Leu Leu 
1730 1735 1740 

Gin Ala Ala Gin Asp Lys Leu Gin Arg Leu Gin Glu Leu Glu Gly 
1745 1750 1755 

Thr Tyr Glu Glu Asn Glu Arg Ala Leu Glu Gly Lys Ala Ala Gin 
1760 1765 1770 

Leu Asp Gly Leu Glu Ala Arg Met Arg Ser Val Leu Gin Ala lie 
1775 1780 1785 

Asn Leu Gin Va I Gin I le Tyr Asn Thr Cys Gin 
1790 1795 

<210> 9 
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<211> 5153 

<212> DNA 

<213> Mus musculus 

<220> 

<221> CDS 

<222> (1).. (1476) 

<223> laminin 12 gamma 3 chain 



<400> 9 

atg get gta tec agg gtc ctg tec etc ctg gca acg gtg gca teg atg 48 

Met Ala Va! Ser Arg Val Leu Ser Leu Leu Ala Thr Val Ala Ser Met 
15 10 15 

gcg ctg gtg att cag gag aca cac ttc gcg gca ggc gcg gac atg ggc 96 
Ala Leu Val lie Gin Glu Thr His Phe Ala Ala Gly Ala Asp Met Gly 
20 25 30 

tct tgc tac gac ggt gtg gga cgc gca cag cgc tgt ctg cct gag ttc 144 
Ser Cys Tyr Asp Gly Val Gly Arg Ala Gin Arg Cys Leu Pro Giu Phe 
35 40 45 

gag aac gcg gcg ttc ggc cga cgc gec gag gec tec cac acg tgc gga 192 
Glu Asn Ala Ala Phe Gly Arg Arg Ala Glu Ala Ser His Thr Cys Gly 
50 55 60 
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egg ccc ccg gag gac ttc tgt cca cac gtg ggg gca cca ggg get ggg 240 
Arg Pro Pro Glu Asp Phe Cys Pro His Val Gly Ala Pro Gly Ala Gly 
65 70 75 80 

eta cag tgc cag cgc tgc gac gat get gac ccc gga cga cgc cac gac 288 
Leu Gin Cys Gin Arg Cys Asp Asp Ala Asp Pro Gly Arg Arg His Asp 
85 90 95 

gec tec tac etc aca gac ttc cac age ccc gat gac age acc tgg tgg 336 
Ala Ser Tyr Leu Thr Asp Phe His Ser Pro Asp Asp Ser Thr Trp Trp 
100 105 110 

cag age cca tec atg gee ttc ggg gtg cag tac ccc acc teg gtt aac 384 
Gin Ser Pro Ser Met Ala Phe Gly Val Gin Tyr Pro Thr Ser Val Asn 
115 120 125 

ctg acc ttg age tta ggg aag gee tat gag att acc tat gtg agg ctg 432 
Leu Thr Leu Ser Leu Gly Lys Ala Tyr Glu He Thr Tyr Val Arg Leu 
130 135 140 

aag ttc cac acc agt cgc cct gag agt ttt gee ate tac aag cgc acg 480 
Lys Phe His Thr Ser Arg Pro Glu Ser Phe Ala lie Tyr Lys Arg Thr 
145 150 155 160 

tac gec agt ggo ccc tgg gag ccc tac caa tac tac agt gee tec tgc 528 
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Tyr Ala Ser Gly Pro Trp Glu Pro Tyr Gin Tyr Tyr Ser Ala Ser Cys 
165 170 175 

cag aaa acc tat ggc cgt cct gag ggc cac tac ctg cga ccg ggc gag 576 
Gin Lys Thr Tyr Gly Arg Pro Glu Gly His Tyr Leu Arg Pro Gly Glu 
180 185 190 

gat gag agg gtg gcc ttc tgc acc tct gag ttc agt gac ate tec ccc 624 
Asp Glu Arg Val Ala Phe Cys Thr Ser Glu Phe Ser Asp lie Ser Pro 
195 200 205 

ttg aac ggg ggc aac gtg gcc ttc tec acc ctg gaa ggc cgt ccc agt 672 
Leu Asn Gly Gly Asn Val Ala Phe Ser Thr Leu Glu Gly Arg Pro Ser 
210 215 220 

gcc tac aac ttt gag gag age cct gtg ctg cag gag tgg gtc acc age 720 
Ala Tyr Asn Phe Glu Glu Ser Pro Val Leu Gin Glu Trp Val Thr Ser 
225 230 235 240 

act gac ate ctg ate tct eta gat egg etc aac acg ttt ggg gat gac 768 
Thr Asp I l.e Leu lie Ser Leu Asp Arg Leu Asn Thr Phe Gly Asp Asp 
245 250 255 

ate ttc aag gac ccc aga gtg etc cag tct tac tac tac get gtg tct 816 
I le Phe Lys Asp Pro Arg Val Leu Gin Ser Tyr Tyr Tyr Ala Val Ser 
260 265 270 
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gac ttc tct gtg ggt ggc agg tgc aaa tgc aat ggt cac gcc agt gaa 864 
Asp Phe Ser Val Gly Gly Arg Cys Lys Cys Asn Gly His Ala Ser Glu 
275 280 285 

tgc gaa ccc aat gcg get ggt cag ctg get tgc cgc tgt cag cac aac 912 
Cys Glu Pro Asn Ala Ala Gly Gin Leu Ala Cys Arg Cys Gin His Asn 
290 295 300 

acc aca gga gtg gac tgc gag cgt tgt ctg ccc ttc ttc cag gac cgt 960 
Thr Thr Gly Val Asp Cys Glu Arg Cys Leu Pro Phe Phe Gin Asp Arg 
305 310 315 320 

ccg tgg gcc cga ggc acc gcc gag gat gcc aac gag tgt ctg ccc tgc 1008 
Pro Trp Ala Arg Gly Thr Ala Glu Asp Ala Asn Glu Cys Leu Pro Cys 
325 330 335 

aac tgc agt ggg cac tct gag gag tgc acg ttt gac agg gag etc tat 1056 
Asn Cys Ser Gly His Ser Glu Glu Cys Thr Phe Asp Arg Glu Leu Tyr 
340 345 350 

egg age aca ggc cat ggt ggg cac tgt cag egg tgc cgt gac cac aca 1104 
Arg Ser Thr Gly His Gly Gly His Cys Gin Arg Cys Arg Asp His Thr 
355 360 365 

act ggg cca cac tgt gag cgc tgt gag aag aac tac tac aga tgg tec 1152 
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Thr Gly Pro His Cys Glu Arg Cys Glu Lys Asn Tyr Tyr Arg Trp Ser 
370 375 380 

ccg aag aca cca tgc caa ccc tgt gac tgc cac cca gca ggc tct ctg 1200 
Pro Lys Thr Pro Cys Gin Pro Cys Asp Cys His Pro Ala Gly Ser Leu 
385 390 395 400 

agt etc cag tgt gac aac tea ggc gtc tgt ccc tgc aag ccc aca gtg 1248 
Ser Leu Gin Cys Asp Asn Ser Gly Val Cys Pro Cys Lys Pro Thr Val 
405 410 415 

act ggc tgg aag tgt gac cgc tgc ctg cct gga ttc cac tea etc agt 1296 
Thr Gly Trp Lys Cys Asp Arg Cys Leu Pro Gly Phe His Ser Leu Ser 
420 425 430 

gag ggc ggc tgc aga ccc tgt gee tgc aat gtc gee ggc age ttg ggc 1344 
Glu Gly Gly Cys Arg Pro Cys Ala Cys Asn Val Ala Gly Ser Leu Gly 
435 440 445 

ace tgt gac ccc cgc agt ggg aac tgt ccc tgc aaa gag aat gta gaa 1392 
Thr Cys Asp Pro Arg Ser Gly Asn Cys Pro Cys Lys Glu Asn Val Glu 
450 455 460 

ggc age ctg tgt gac aga tgc cgc cct ggg aca ttt aac ctg cag ccc 1440 
Gly Ser Leu Cys Asp Arg Cys Arg Pro Gly Thr Phe Asn Leu Gin Pro 
465 470 475 480 
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cac aat cca gtg ggc tgc age age tgc ttc tgt tat ggccactcca 1486 
His Asn Pro Val Gly Cys Ser Ser Cys Phe Cys Tyr 
485 490 

aggtgtgttc tcctgctgcc gggttccagg aacaccacat ccgctcagac ttccgccatg 1546 

gagctggtgg ctggcagatc agaagcatgg gagtgtccaa gcgtcctctg caatggagee 1606 

agagtgggct cctcctgggc ctgegaggag gggaggaact ctcagcccca aagaagttcc 1666 

tgggagacca gagactcagc tatggacagc cagtcatact gaccctccaa gtaccccctg 1726 

gaggctcccc acctcctatt cagctgagac tggagggagc aggcttggct ctgtctctga 1786 

ggccctccag tctacccagc cctcaggaca ccaggcagcc aagacgagtt cagctccagt 1846 

tcctcttgca ggagacttct gaggaggcag agtccccact gcccaccttc cacttccagc 1906 

gcctgctttc caatctgact gctctgagca tctggaccag tggccaagga ccgggccatt 1966 

ctggccaagt gctcttgtgt gaagttcagc tcacatcggc ctggccccag cgtgagcttg 2026 

cccctccagc ctcttgggtg gagacctget tatgtcccca gggatacaca ggccagttct 2086 

gtgaattctg tgctctggga tacaagagag aaatacctca tgggggtccc tatgecaact 2146 
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gcattccctg cacctgcaac cagcatggca cctgtgaccc caacacaggg atctgcctgt 2206 



gtggccacca caccgagggt ccatcctgtg agcggtgcat gccaggtttc tacggtaacg 2266 



ccttctcagg ccgtgctgat gattgccagc cctgtccgtg ccctggccaa tcagcctgtg 2326 



caaccatccc agagagtgga gatgtggtgt gcacacactg ccctcctggt cagagaggac 2386 



gacgatgcga gagctgcgaa gatggctttt ttggggatcc tctagggctc tctggagctc 2446 



cccagccctg ccgccgatgc cagtgcagcg ggaacgtgga tctcaatgct gtgggcaact 2506 



gtgatcctca ttctggccac tgcttgcgct gtctgtacaa cacgacaggg gcccactgcg 2566 



agcactgtcg ggagggtttc tacgggagtg ccgtggccac aaggcccgtg gacaaatgtg 2626 



ctccctgcag ctgtgacctg aggggctcag tcagtgagaa gacctgcaac cctgtgactg 2686 



gccagtgtgt ctgcctgcct tatgtctccg ggagggactg cagccgctgc agccctggct 2746 



tctatgacct ccagtctggg aggggctgcc agagctgcaa atgtcaccca cttggatcct 2806 



tggagaataa gtgccacccc aagactggcc agtgtccctg ccgacctggt gtcactggcc 2866 



aagcctgtga cagatgccag ctaggtttct ttggcttctc catcaagggc tgccgagact 2926 
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gtaggtgctc cccattgggt gctgcctcat ctcagtgcca tgagaacagc acctgtgtgt 2986 



gccggcccgg ctttgtgggc tataaatgcg accgctgcca ggacaatttc ttcctcgcgg 3046 



atggcgacac aggctgccaa gagtgtccca cttgctatgc cctagtgaag gaagaggcag 3106 



ccaagctgaa ggccaggttg atgctgatgg aggggtggct tcaaaggtct gactgtggta 3166 



gcccctgggg accactagac attctgcagg gagaagcccc tctgggggat gtctaccaag 3226 



gtcaccacct acttcaagag acccggggga ccttcctgca gcagatggtg ggcctggagg 3286 



attctgtgaa ggccacttgg gagcagttgc aggtgctgag agggcatgta cactgtgccc 3346 



aggctggagc tcagaagacc tgcatccagc tggcagagct ggaggagaca ttgcagtcct 3406 



cagaggagga ggtccttcgt gcagcctcag ctctctcatt tctggcaagt cttcagaaag 3466 



gatccagcac acccaccaat tggagtcacc tggcatcaga ggcccagatc cttgccagaa 3526 



gccacaggga cacggccacc aagatcgaag ctacctcgga aagggccctg ctcgcctcca 3586 



acgccagcta tgagctcctg aagctgatgg aaggcagagt ggcctcggaa gcccagcagg 3646 



aactggagga caggtaccag gaggtgcagg cagctcagac tgccctgggc atagctgtgg 3706 
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cagaggcgct gcccaaagct gaaaaggcac tggccacggt gaagcaagtc attggtgacg 3766 

cagccccaca tctaggcttg ctggtcaccc ctgaagcaat gaacttccaa gccaggggcc 3826 

tgagctggaa agtgaaggcc ctggagcaga agctggagca gaaggagccc gaggtgggcc 3886 

agtctgtggg agccctgcag gtggaggctg gaagagcctt ggagaagatg gagcccttta 3946 

tgcagctacg caataagacc acagctgcct tcacacgggc ttcctcagct gtgcaagctg 4006 

ccaaggtgac cgtcatagga gcagagaccc tgctagctga cctagaggga atgaagctga 4066 

ggtctcctct acccaaggag caggcagcgc tgaagaagaa agcaggcagc atcaggacca 4126 

ggctcctgga ggacacaaag aggaagacca agcatgcaga gaggatgctg ggaaatgctg 4186 

cctctctctc ctccagcacc aagaagaaaa gcaaagaagc agaactgatg tctaaggaca 4246 

atgccaagct ctccagagct ttgctgaggg aaggcaagca gggctaccgt catgccagcc 4306 

gactcgccag ccagacccag gccacactcc gtcgggcctc tcgcctgctg ctgacctcag 4366 

aagcacacaa gcaggagctg gaggaagcta aacaggtgac ctctgggctg agcactgtgg 4426 

agcgccaggt ccgagagtct cggatctcct tggagaagga caccaaggtc ctgtcagagc 4486 
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tgcttgtgaa gctggggtcc ctgggtgtcc accaagcccc tgctcagacc ctgaacgaga 4546 



cccagcgggc actagaaagc ttgaggctgc agctggattc ccacggagcc ctgcatcaca 4606 



aactgaggca gctggaggaa gagtctgctc gacaggagct gcagattcag agctttgagg 



acgaccttgc tgagatccgc gctgacaagc acaacttgga gaccattctg agcagtctgc 4726 



cagagaactg tgccagctag accctggtac accctcccca ccctgccgtt tcctgtccac 4786 



tccctgtagg tgtcccaggt ctgcctgtcg tatgttcacg tgaatgcttg tttgctggtg 4846 



catcttcggt ctgagcagga gtgaatacat gctcacacct ccacagatga ccctgtatgt 4906 



agtcctcagt gtgtactctc taaacgtgca tcagcataca caccccagta tttgcacata 4966 



tgtgtatgtg atgcactgat gtgttaagac cacctgtgtg catgcacaca tatgagagtc 5026 



tagagctgtg gagagcagtc ctgagcttgg cacatccaca ttctggtggg ttcctgctat • 5086 



gaatatcctg caggatgaca catctacacc tcctcagaat cagggccaac aggtgtactc 5146 



gagctga 5153 
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<210> 10 

<211> 492 

<212> PRT 

<213> Mus musculus 

<400> 10 

Met Ala Val Ser Arg Val Leu Ser Leu Leu Ala Thr Val Ala Ser Met 
1 5 10 15 

Ala Leu Val Me Gin Glu Thr His Phe Ala Ala Gly Ala Asp Met Gly 
20 25 30 



Ser Cys Tyr Asp Gly Val Gly Arg Ala Gin Arg Cys Leu Pro Glu Phe 

35 40 45 

Glu Asn Ala Ala Phe Gly Arg Arg Ala Glu Ala Ser His Thr Cys Gly 

50 55 60 

Arg Pro Pro Glu Asp Phe Cys Pro His Val Gly Ala Pro Gly Ala Gly 

65 70 75 80 
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Leu Gin Cys Gin Arg Cys Asp Asp Ala Asp Pro Gly Arg Arg His Asp 
85 90 95 

Ala Ser Tyr Leu Thr Asp Phe His Ser Pro Asp Asp Ser Thr Trp Trp 
100 105 110 

Gin Ser Pro Ser Met Ala Phe Gly Val Gin Tyr. Pro Thr Ser Val Asn 
115 120 125 

Leu Thr Leu Ser Leu Gly Lys Ala Tyr Glu lie Thr Tyr Val Arg Leu 
130 135 140 

Lys Phe His Thr Ser Arg Pro Glu Ser Phe Ala lie Tyr Lys Arg Thr 
145 150 155 160 

Tyr Ala Ser Gly Pro Trp Glu Pro Tyr Gin Tyr Tyr Ser Ala Ser Cys 
165 170 175 
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Gin Lys Thr Tyr Gly Arg Pro Glu Gly His Tyr Leu Arg Pro Gly Glu 
180 185 190 

Asp Glu Arg Val Ala Phe Cys Thr Ser Glu Phe Ser Asp I le Ser Pro 
195 200 205 

Leu Asn Gly Gly Asn Val Ala Phe Ser Thr Leu Glu Gly Arg Pro Ser 
210 215 220 

Ala Tyr Asn Phe Glu Glu Ser Pro Val Leu Gin Glu Trp Val Thr Ser 
225 230 235 240 

Thr Asp He Leu I le Ser Leu Asp Arg Leu Asn Thr Phe Gly Asp Asp 
245 250 255 

lie Phe Lys Asp Pro Arg Val Leu Gin Ser Tyr Tyr Tyr Ala Val Ser 
260 265 270 

Asp Phe Ser Val Gly Gly Arg Cys Lys Cys Asn Gly His Ala Ser Glu 
275 280 285 
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Cys Glu Pro Asn Ala Ala Gly Gin Leu Ala Cys Arg Cys Gin His Asn 
290 295 300 

Thr Thr Gly Val Asp Cys Glu Arg Cys Leu Pro Phe Phe Gin Asp Arg 
305 310 315 320 

Pro Trp Ala Arg Gly Thr Ala Glu Asp Ala Asn Glu Cys Leu Pro Cys 
325 330 335 

Asn Cys Ser Gly His Ser Glu Glu Cys Thr Phe Asp Arg Glu Leu Tyr 
340 345 350 

Arg Ser Thr Gly His Gly Gly His Cys Gin Arg Cys Arg Asp His Thr 
355 360 365 

Thr Gly Pro His Cys Glu Arg Cys Glu Lys Asn Tyr Tyr Arg Trp Ser 
370 375 380 
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Pro Lys Thr Pro Cys Gin Pro Cys Asp Cys His Pro Ala Gly Ser Leu 
385 390 395 400 

Ser Leu Gin Cys Asp Asn Ser Gly Va) Cys Pro Cys Lys Pro Thr Vai 
405 410 415 

Thr Gly Trp Lys Cys Asp Arg Cys Leu Pro Gly Phe His Ser Leu Ser 
420 425 430 

Glu Gly Gly Cys Arg Pro Cys Ala Cys Asn Val Ala Gly Ser Leu Gly 
435 440 445 

Thr Cys Asp Pro Arg Ser Gly Asn Cys Pro Cys Lys Glu Asn Va) Glu 
450 455 460 

Gly Ser Leu Cys Asp Arg Cys Arg Pro Gly Thr Phe Asn Leu Gin Pro 
465 470 475 480 

His Asn Pro Val Gly Cys Ser Ser Cys Phe Cys Tyr 
485 490 
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<210> 11 

<211> 2265 

<212> PRT 

<213> Bos taurus 

<400> 11 

Gin Ala Gin Gin Me Val Gin Pro Gin Ser Pro Leu Thr Val Ser Gin 
1 5 10 15 

Ser Lys Pro Gly Cys Tyr Asp Asn Gly Lys His Tyr Gin I le Asn Gin 
20 25 30 

Gin Trp Glu Arg Thr Tyr Leu Gly Ser Ala Leu Val Cys Thr Cys Tyr 
35 40 45 

Gly Gly Ser Arg Gly Phe Asn Cys Glu Ser Lys Pro Glu Pro Glu Glu 
50 55 60 

Thr Cys Phe Asp Lys Tyr Thr Gly Asn Thr Tyr Arg Val Gly Asp Thr 
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65 70 75 80 

Tyr Glu Arg Pro Lys Asp Ser Met Me Trp Asp Cys Thr Cys I le Gly 
85 90 95 

Ala Gly Arg Gly Arg He Ser Cys Thr lie Ala Asn Arg Cys His Glu 
100 105 110 

Gly Gly Gin Ser Tyr Lys He Gly Asp Thr Trp Arg Arg Pro His Glu 
115 120 125 

Thr Gly Gly Tyr Met Leu Glu Cys Val Cys Leu Gly Asn Gly Lys Gly 
130 135 140 

Glu Trp Thr Cys Lys Pro lie Ala Glu Lys Cys Phe Asp Gin Ala Ala 
145 150 155 160 

Gly Thr Ser Tyr Val Val Gly Glu Thr Trp Giu Lys Pro Tyr Gin Gly 
165 170 175 
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Trp Met Met Val Asp Cys Thr Cys Leu Gly Glu Gly Ser Gly Arg I le 
180 185 190 

Thr Cys Thr Ser Arg Asn Arg Cys Asn Asp Gin Asp Thr Arg Thr Ser 
195 200 205 

Tyr Arg I le Gly Asp Thr Trp Ser Lys Lys Asp Asn Arg Gly Asn Leu 
210 215 220 

Leu Gin Cys lie Cys Thr Gly Asn Gly Arg Gly Glu Trp Lys Cys Glu 
225 230 235 240 

Arg His Thr Ser Leu Gin Thr Thr Ser Ala Gly Ser Gly Ser Phe Thr 
245 250 255 

Asp Val Arg Thr Ala I le Tyr Gin Pro Gin Pro His Pro Gin Pro Pro 
260 265 270 
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Pro Tyr Gly His Cys Val Thr Asp Ser Gly Val Val Tyr Ser Val Gly 
275 280 285 

Met Gin Trp Leu Lys Thr Gin Gly Asn Lys Gin Met Leu Cys Thr Cys 
290 295 300 

Leu Gly Asn Gly Val Ser Cys Gin Glu Thr Ala Val Thr Gin Thr Tyr 
305 310 315 320 

Gly Gly Asn Ser Asn Gly Glu Pro Cys Val Leu Pro Phe Thr Tyr Asn 
325 330 335 

Gly Lys Thr Phe Tyr Ser Cys Thr Thr Glu Gly Arg Gin Asp Gly His 
340 345 350 

Leu Trp Cys Ser Thr Thr Ser Asn Tyr Glu Gin Asp Gin Lys Tyr Ser 
355 360 365 

Phe Cys Thr Asp His Thr Val Leu Val Gin Thr Arg Gly Gly Asn Ser 
370 375 380 
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Asn Gly Ala Leu Cys His Phe Pro Phe Leu Tyr Asn Asn His Asn Tyr 
385 390 395 400 

Thr Asp Cys Thr Ser Glu Gly Arg Arg Asp Asn Met Lys Trp Cys Gly 
405 410 415 

Thr Thr Gin Asn Tyr Asp Ala Asp Gin Lys Phe Gly Phe Cys Pro Met 
420 425 430 

Ala Ala His Glu Glu lie Cys Thr Thr Asn Glu Gly Val Met Tyr Arg 
435 440 445 

I le Gly Asp Gin Trp Asp Lys Gin His Asp Met Gly His Met Met Arg 
450 455 460 

Cys Thr Cys Val Gly Asn Gly Arg Gly Glu Trp Thr Cys Val Ala Tyr 
465 470 475 480 
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Ser Gin Leu Arg Asp Gin Cys Me Val Asp Gly lie Thr Tyr Asn Val 
485 490 495 

Asn Asp Thr Phe His Lys Arg His Glu Glu Gly His Met Leu Asn Cys ' 
500 505 510 

Thr Cys Phe Gly Gin Gly Arg Gly Arg Trp Lys Cys Asp Pro Val Asp 
515 520 525 

Gin Cys Gin Asp Ser Glu Thr Arg Thr Phe Tyr Gin I le Gly Asp Ser 
530 535 540 

Trp Glu Lys Tyr Leu Gin Gly Val Arg Tyr Gin Cys Tyr Cys Tyr Gly 
545 550 555 560 

Arg Gly Me Gly Glu Trp Ala Cys Gin Pro Leu Gin Thr Tyr Pro Asp 
565 570 575 

Thr Ser Gly Pro Val Gin Val Me Me Thr Glu Thr Pro Ser Gin Pro 
580 585 590 
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Asn Ser His Pro Me Gin Trp Ser Ala Pro Glu Ser Ser His lie Ser 

595 600 605 

Lys Tyr lie Leu Arg Trp Lys Pro Lys Asn Ser Pro Asp Arg Trp Lys 

610 615 620 

Glu Ala Thr lie Pro Gly His Leu Asn Ser Tyr Thr Me Lys Gly Leu 

625 630 635 640 

Arg Pro Gly Val Val Tyr Glu Gly Gin Leu Me Ser Val Gin His Tyr 

645 650 655 

Gly Gin Arg Glu Val Thr Arg Phe Asp Phe Thr Thr Thr Ser Thr Ser 

660 665 670 

Pro Ala Val Thr Ser Asn Thr Val Thr Gly Glu Thr Thr Pro Leu Ser 

675 680 685 
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Pro Val Val Ala Thr Ser Glu Ser Val Thr Glu lie Thr Ala Ser Ser 

690 695 700 

Phe Val Val Ser Trp Val ,Ser Ala Ser Asp Thr Val Ser Gly Phe Arg 

705 710 715 720 

Val Glu Tyr Glu Leu Ser Glu Glu Gly Asp Glu Pro Gin Tyr Leu Asp 

725 730 735 

Leu Pro Ser Thr Ala Thr Ser Val Asn lie Pro Asp Leu Leu Pro Gly 

740 745 750 

Arg Lys Tyr Thr Val Asn Val Tyr Glu lie Ser Glu Glu Gly Glu Gin 

755 760 765 

Asn Leu lie Leu Ser Thr Ser Gin Thr Thr Ala Pro Asp Ala Pro Pro 

770 775 780 

Asp Pro Thr Val Asp Gin Val Asp Asp Thr Ser I le Val Val Arg Trp 



147/179 



WO 2004/079332 



PCT/JP2004/002696 



785 790 795 800 

Ser Arg Pro Arg Ala Pro I le Thr Gly Tyr Arg I le Val Tyr Ser Pro 
805 810 815 

Ser Val Qlu Gly Ser Ser Thr Glu Leu Asn Leu Pro Glu Thr Ala Asn 
820 825 830 

Ser Val Thr Leu Ser Asp Leu Gin Pro Gly Val Gin Tyr Asn Me Thr 
835 840 845 

Me Tyr Ala Val Glu Glu Asn Gin Glu Ser Thr Pro Val Phe Me Gin 
850 855 860 

Gin Glu Thr Thr Gly Val Pro Arg Ser Asp Lys Val Pro Pro Pro Arg 
865 870 875 880 

Asp Leu Gin Phe Val Glu Val Thr Asp Val Lys lie Thr lie Met Trp 
885 890 895 



148/179 



WO 2004/079332 



PCT/JP2004/002696 



Thr Pro Pro Glu Ser Pro Val Thr Gly Tyr Arg Val Asp Vai Me Pro 
900 905 910 

Val Asn Leu Pro Gly Glu His Gly Gin Arg Leu Pro Val Ser Arg Asn 
915 920 925 

Thr Phe Ala Glu Val Thr Gly Leu Ser Pro Gly Val Thr Tyr His Phe 
930 935 940 

Lys Val Phe Ala Val Asn Gin Gly Arg Glu Ser Lys Pro Leu Thr Ala 
945 950 955 960 

Gin Gin Ala Thr Lys Leu Asp Ala Pro Thr Asn Leu Gin Phe Me Asn 
965 970 975 

Glu Thr Asp Thr Thr Val Me Val Thr Trp Thr Pro Pro Arg Ala Arg 
980 985 990 

I le Val Gly Tyr Arg Leu Thr Val Gly Leu Thr Arg Gly Gly Gin Pro 
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995 1000 1005 

Lys Gin Tyr Asn Val Gly Pro Ala Ala Ser Gin Tyr Pro Leu Arg 

1010 1015 1020 

Asn Leu Gin Pro Gly Ser Glu Tyr Ala Val Ser Leu Val Ala Val 

1025 1030 1035 

Lys Gly Asn Gin Gin Ser Pro Arg Val Thr Gly Val Phe Thr Thr 

1040 1045 1050 

Leu Gin Pro Leu Gly Ser lie Pro His Tyr Asn Thr Glu Val Thr 

1055 1060 1065 

Glu Thr Thr lie Val lie Thr Trp Thr Pro Ala Pro Arg lie Gly 

1070 1075 1080 

Phe Lys Leu Gly Val Arg Pro Ser Gin Gly Gly Glu Ala Pro Arg 

1085 1090 1095 
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Glu Val Thr Ser Glu Ser Gly Ser He Vai Val Ser Gly Leu Thr 

1100 1105 1110 

Pro Gly Val Glu Tyr Val Tyr Thr Me Ser Val Leu Arg Asp Gly 

1115 1120 1125 

Gin Glu Arg Asp Ala Pro Me Val Lys Lys Val Val Thr Pro Leu 

1130 1135 1140 

Ser Pro Pro Thr Asn Leu His Leu Glu Ala Asn Pro Asp Thr Gly 

1145 1150 1155 

Val Leu Thr Val Ser Trp Glu Arg Ser Thr Thr Pro Asp Me Thr 

1160 1165 1170 

Gly Tyr Arg lie Thr Thr Thr Pro Thr Asn Gly Gin Gin Gly Tyr 

1175 1180 1185 

Ser Leu Glu Glu Val Val His Ala Asp Gin Ser Ser Cys Thr Phe 
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1190 1195 1200 



Glu Asn Leu Ser Pro Gly Leu Glu Tyr Asn Val Ser Val Tyr Thr 
1205 1210 1215 



Val Lys Asp Asp Lys Glu Ser Val Pro lie Ser Asp Thr Me ite 
1220 1225 1230 



Pro Ala Val Pro Pro Pro Thr Asp Leu Arg Phe Thr Asn Val Gly 
1235 1240 1245 



Pro Asp Thr Met Arg Val Thr Trp Ala Pro Pro Ser Ser Me Glu 
1250 1255 1260 



Leu Thr Asn Leu Leu Val Arg Tyr Ser Pro Val Lys Asn Glu Glu 
1265 1270 1275 



Asp Val Ala Glu Leu Ser Me Ser Pro Ser Asp Asn Ala Val Val 
1280 1285 1290 
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Leu Thr Asn Leu Leu Pro Gly Thr Glu Tyr Leu Val Ser Vai Ser 
1295 1300 1305 

Ser Val Tyr Glu Gin His Glu Ser Me Pro Leu Arg Gly Arg Gin 
1310 1315 1320 

Lys Thr Ala Leu Asp Ser Pro Ser Gly lie Asp Phe Ser Asp Me 
1325 1330 1335 

Thr Ala Asn Ser Phe Thr Val His Trp Me Ala Pro Arg Ala Thr 
1340 1345 1350 

Me Thr Gly Tyr Arg Me Arg His His Pro Glu Asn Met Gly Gly 
1355 1360 1365 

Arg Pro Arg Glu Asp Arg Val Pro Pro Ser Arg Asn Ser Me Thr 
1370 1375 1380 

Leu Thr Asn Leu Asn Pro Gly Thr Glu Tyr Val Val Ser Me Val 
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1385 1390 1395 



Ala Leu Asn Ser Lys Glu Glu Ser Leu Pro Leu Val Gly Gin Gin 
1400 1405 1410 



Ser Thr Val Ser Asp Val Pro Arg Asp Leu Glu Val lie Ala Ala 
1415 1420 1425 



Thr Pro Thr Ser Leu Leu Me Ser Trp Asp Ala Pro Ala Val Thr 
1430 1435 1440 



Val Arg Tyr Tyr Arg lie Thr Tyr Gly Glu Thr Gly Gly Ser Ser 
1445 1450 1455 



Pro Val Gin Glu Phe Thr Val Pro Gly Ser Lys Ser Thr Ala Thr 
1460 1465 1470 



lie Ser Gly Leu Lys Pro Gly Val Asp Tyr Thr Me Thr Val Tyr 
1475 1480 1485 
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' Ala Val Thr Gly Arg Gly Asp Ser Pro Ala Ser Ser Lys Pro Val 
1490 1495 1500 

Ser Me Asn Tyr Arg Thr Glu lie Asp Lys Pro Ser Gin Met Gin 
1505 1510 1515 

Val Thr Asp Val Gin Asp Asn Ser Me Ser Val Arg Trp Leu Pro 
1520 1525 1530 

Ser Ser Ser Pro Val Thr Gly Tyr Arg Val Thr Thr Ala Pro Lys 
1535 1540 1545 

Asn Gly Pro Gly Pro Ser Lys Thr Lys Thr Val Gly Pro Asp Gin 
1550 1555 1560 

Thr Glu Met Thr lie Glu Gly Leu Gin Pro Thr Val Glu Tyr Val 
1565 1570 1575 

Val Ser Val Tyr Ala Gin Asn Gin Asn Gly Glu Ser Gin Pro Leu 
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1580 1585 1590 



Val Gin Thr Ala Val Thr Thr I le Pro Ala Pro Thr Asn Leu Lys 
1595 1600 1605 



Phe Thr Gin Val Thr Pro Thr Ser Leu Thr Ala Gin Trp Thr Ala 
1610 1615 1620 



Pro Asn Val Gin Leu Thr Gly Tyr Arg Val Arg Val Thr Pro Lys 
1625 1630 1635 



Glu Lys Thr Gly Pro Met Lys Glu lie Asn Leu Ala Pro Asp Ser 
1640 1645 1650 



Ser Ser Val Val Val Ser Gly Leu Met Val Ala Thr Lys Tyr Glu 
1655 1660 1665 



Val Ser Val Tyr Ala Leu Lys Asp Thr Leu Thr Ser Arg Pro Ala 
1670 1675 1680 
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Gin Gly Val Val Thr Thr Leu Glu Asn Val Ser Pro Pro Arg Arg 

1685 1690 1695 

Ala Arg Val Thr Asp Ala Thr Glu Thr Thr lie Thr lie Ser Trp 

1700 1705 1710 

Arg Thr Lys Thr Glu Thr I le Thr Gly Phe Gin Val Asp Ala I le 

1715 1720 1725 

Pro Ala Asn Gly Gin Thr Pro lie Gin Arg Thr lie Arg Pro Asp 

1730 1735 1740 

Val Arg Ser Tyr Thr He Thr Gly Leu Gin Pro Gly Thr Asp Tyr 

1745 1750 1755 

Lys lie His Leu Tyr Thr Leu Asn Asp Asn Ala Arg Ser Ser Pro 

1760 1765 1770 

Val Val Me Asp Ala Ser Thr Ala Me Asp Ala Pro Ser Asn Leu 
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1775 1780 1785 



Arg Phe Leu Ala Thr Thr Pro Asn Ser Leu Leu Val Ser Trp Gin 
1790 1795 1800 



Pro Pro Arg Ala Arg I le Thr Gly Tyr Me He Lys Tyr Glu Lys 
1805 1810 1815 



Pro Gly Ser Pro Pro Arg Glu Val Val Pro Arg Pro Arg Pro Gly 
1820 1825 1830 



Val Thr Glu Ala Thr lie Thr Gly Leu Glu Pro Gly Thr Glu Tyr 
1835 1840 1845 



Thr lie Gin Val lie Ala Leu Lys Asn Asn Gin Lys Ser Glu Pro 
1850 1855 1860 



Leu lie Gly Arg Lys Lys Thr Asp Glu Leu Pro Gin Leu Val Thr 
1865 1870 1875. 
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Leu Pro His Pro Asn Leu His Gly Pro Glu lie Leu Asp Val Pro 
1880 1885 1890 

Ser Thr Val Gin Lys Thr Pro Phe Me Thr Asn Pro Gly Tyr Asp 
1895 1900 1905 

Thr Gly Asn Gly lie Gin Leu Pro Gly Thr Ser Gly Gin Gin Pro 
1910 1915 1920 

Ser Leu Gly Gin Gin Met lie Phe Glu Glu His Gly Phe Arg Arg 
1925 1930 1935 

Thr Thr Pro Pro Thr Thr Ala Thr Pro Val Arg His Arg Pro Arg 
1940 1945 1950 



Pro Tyr Pro Pro Asn Val Asn Glu Glu Me Gin He Gly His Val 
1955 1960 1965 
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Pro Arg Gly Asp Val Asp His His Leu Tyr Pro His Val Val Gly 
1970 1975 1980 

Leu Asn Pro Asn Ala Ser Thr Gly Gin Glu Ala Leu Ser Gin Thr 
1985 1990 1995 

Thr lie Ser Trp Thr Pro Phe Gin Glu Ser Ser Glu Tyr Me lie 
2000 2005 2010 

Ser Cys His Pro Val Gly Me Asp Glu Glu Pro Leu Gin Phe Arg 
2015 2020 2025 

Val Pro Gly Thr Ser Ala Ser Ala Thr Leu Thr Gly Leu Thr Arg 
2030 2035 2040 

Gly Ala Thr Tyr Asn lie lie Val Glu Ala Val Lys Asp Gin Gin 
2045 2050 2055 

Arg Gin Lys Val Arg Glu Glu Val Val Thr Val Gly Asn Ser Val 
2060 2065 2070 
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Asp Gin Gly Leu Ser Gin Pro Thr Asp Asp Ser Cys Phe Asp Pro 
2075 2080 2085 

Tyr Thr Val Ser His Tyr Ala Me Gly Glu Glu Trp Glu Arg Leu 
2090 2095 2100 

Ser Asp Ser Gly Phe Lys Leu Ser Cys Gin Cys Leu Gly Phe Gly 
2105 2110 2115 

Ser Gly His Phe Arg Cys Asp Ser Ser Lys Trp Cys His Asp Asn 
2120 . 2125 2130 

Gly Val Asn Tyr Lys lie Gly Glu Lys Trp Asp Arg Gin Gly Glu 
2135 2140 2145 

Asn Gly Gin Met Met Ser Cys Thr Cys Leu Gly Asn Gly Lys Gly 
2150 2155 2160 
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Glu Phe Lys Cys Asp Pro His Glu Ala Thr Cys Tyr Asp Asp Gly 
2165 2170 2175 

Lys Thr Tyr His Val Gly Glu Gin Trp Gin Lys Glu Tyr Leu Gly 
2180 2185 2190 



Ala lie Cys Ser Cys Thr Cys Phe Gly Gly Gin Arg Gly Trp Arg 
2195 2200 2205 



Cys Asp Asn Cys Arg Arg Pro Gly Ala Glu Pro Gly Asn Glu Gly 
2210 2215 2220 



Ser Thr Ala His Ser Tyr Asn Gin Tyr Ser Gin Arg Tyr His Gin 
2225 2230 2235 



Arg Thr Asn Thr Asn Val Asn Cys Pro lie Glu Cys Phe Met Pro 
2240 2245 2250 



Leu Asp Val Gin Ala Asp Arg Glu Asp Ser Arg Glu 
2255 2260 2265 
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<210> 12 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> primer 

<400> 12 

ggataaccgt attaccgcca tgcat 25 



<210> 13 

<211> 46 

<212> DNA 

<213> Artificial 

<220> 

<223> primer 
<400> 13 

ccctatctcg gtctattctt ttgcaaaaga atagaccgag ataggg 46 

<210> 14 

<211> 1798 

<212> DNA 

<213> Artificial 

<220> 

<223> per fragment 
<400> 14 

ggataaccgt attaccgcca tgcattagtt attaatagta atcaattacg gggtcattag 60 

ttcatagccc atatatggag ttccgcgtta cataacttac ggtaaatggc ccgcctggct 120 

gaccgcccaa cgacccccgc ecattgaegt caataatgac gtatgttccc atagtaaege 180 

caatagggac tttccattga cgtcaatggg tggagtattt aeggtaaact gcccacttgg 240 

cagtacatca agtgtatcat atgccaagta cgccccctat tgacgtcaat gaeggtaaat 300 

ggcccgcctg geattatgee cagtacatga ccttatggga ctttcctact tggcagtaca 360 
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tctacgtatt agtcatcgct attaccatgg tgatgcggtt ttggcagtac atcaatgggc 420 

gtggatagcg gtttgactca cggggatttc caagtctcca ccccattgac gtcaatggga 480 

gtttgttttg gcaccaaaat caacgggact ttccaaaatg tcgtaacaac tccgccccat 540 

tgacgcaaat gggcggtagg cgtgtacggt gggaggtcta tataagcaga gctggtttag 600 

tgaaccgtca gatccgctag cgctaccgga ctcagatctc gagctcaagc ttcgaattct 660 

gcagtcgacg gtaccgcggg cccgggatcc accggtcgcc accatggtga gcaagggcga 720 

ggagctgttc accggggtgg tgcccatcct ggtcgagctg gacggcgacg taaacggcca 780 

caagttcagc gtgtccggcg agggcgaggg cgatgccacc tacggcaagc tgaccctgaa 840 

gttcatctgc accaccggca agctgcccgt gccctggccc accctcgtga ccaccctgac 900 

ctacggcgtg cagtgcttca gccgctaccc cgaccacatg aagcagcacg acttcttcaa 960 

gtccgccatg cccgaaggct acgtccagga gcgcaccatc ttcttcaagg acgacggcaa 1020 

ctacaagacc cgcgccgagg tgaagttcga gggcgacacc ctggtgaacc gcatcgagct 1080 

gaagggcatc gacttcaagg aggacggcaa catcctgggg cacaagctgg agtacaacta 1140 

caacagccac aacgtctata tcatggccga caagcagaag aacggcatca aggtgaactt 1200 

caagatccgc cacaacatcg aggacggcag cgtgcagctc gccgaccact accagcagaa 1260 

cacccccatc ggcgacggcc ccgtgctgct gcccgacaac cactacctga gcacccagtc 1320 

cgccctgagc aaagacccca acgagaagcg cgatcacatg gtcctgctgg agttcgtgac 1380 

cgccgccggg atcactctcg gcatggacga gctgtacaag taaagcggcc gcgactctag 1440 

atcataatca gccataccac atttgtagag gttttacttg ctttaaaaaa cctcccacac 1500 

ctccccctga acctgaaaca taaaatgaat gcaattgttg ttgtt'aactt gtttattgca 1560 

gcttataatg gttacaaata aagcaatagc atcacaaatt tcacaaataa agcatttttt 1620 

tcactgcatt ctagttgtgg tttgtccaaa ctcatcaatg tatcttaagg cgtaaattgt 1680 

aagcgttaat attttgttaa aattcgcgtt aaatttttgt taaatcagct cattttttaa 1740 

ccaataggcc gaaatcggca aaatccctta taaatcaaaa gaatagaccg agataggg 1798 
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<210> 15 
<211> 7391 
<212> DNA 
<213> Artificial 

<220> 

<223> pTet-Off 
<400> 15 

ctcgaggagc ttggcccatt gcatacgttg tatccatatc ataatatgta catttatatt 60 

ggctcatgtc caacattacc gccatgttga cattgattat tgactagtta ttaatagtaa 120 

tcaattacgg ggtcattagt tcatagccca tatatggagt tccgcgttac ataacttacg 180 

gtaaatggcc cgcctggctg accgcccaac gacccccgcc cattgacgtc aataatgacg 240 

tatgttccca tagtaacgcc aatagggact ttccattgac gtcaatgggt ggagtattta 300 

cgctaaactg cccacttggc agtacatcaa gtgtatcata tgccaagtac gccccctatt 360 

gacgtcaatg acggtaaatg gcccgcctgg cattatgccc agtacatgac cttatgggac 420 

tttcctactt ggcagtacat ctacgtatta gtcatcgcta ttaccatggt gatgcggttt 480 

tggcagtaca tcaatgggcg tggatagcgg tttgactcac ggggatttcc aagtctccac 540 

cccattgacg tcaatgggag tttgttttgg caccaaaatc aacgggactt tccaaaatgt 600 

cgtaacaact ccgccccatt gacgcaaatg ggcggtaggc gtgtacggtg ggaggtctat 660 

ataagcagag ctcgtttagt gaaccgtcag atcgcctgga gacgccatcc acgctgtttt 720 

gacctccata gaagacaccg ggaccgatcc agcctccgcg gccccgaatt catatgtcta 780 

gattagataa aagtaaagtg attaacagcg cattagagct gcttaatgag gtcggaatcg 840 

aaggtttaac aacccgtaaa ctcgcccaga agctaggtgt agagcagcct acattgtatt 900 

ggcatgtaaa aaataagcgg gctttgctcg acgccttagc cattgagatg ttagat.aggc 960 

accatactca cttttgccct ttagaagggg aaagctggca agatttttta cgtaataacg 1020 

ctaaaagttt tagatgtgct ttactaagtc atcgcgatgg agcaaaagta catttaggta 1080 

cacggcctac agaaaaacag tatgaaactc tcgaaaatca attagccttt ttatgccaac 1140 
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aaggtttttc actagagaat gcattatatg cactcagcgc tgtggggcat tttactttag 1200 

gttgcgtatt ggaagatcaa gagcatcaag tcgctaaaga agaaagggaa acacctacta 1260 

ctgatagtat gccgccatta ttacgacaag ctatcgaatt atttgatcac caaggtgcag 1320 

agccagcctt cttattcggc cttgaattga tcatatgcgg attagaaaaa caacttaaat 1380 

gtgaaagtgg gtccgcgtac agccgcgcgc gtacgaaaaa caattacggg tctaccatcg 1440 

agggcctgct cgatctcccg gacgacgacg cccccgaaga ggcggggctg gcggctccgc 1500 

gcctgtcctt tctccccgcg ggacacacgc gcagactgtc gacggccccc ccgaccgatg 1560 

tcagcctggg ggacgagctc cacttagacg gcgaggacgt ggcgatggcg catgccgacg 1620 

cgctagacga tttcgatctg gacatgttgg gggacgggga ttccccgggt ccgggattta 1680 

ccccccacga ctccgccccc tacggcgctc tggatatggc cgacttcgag tttgagcaga 1740 

tgtttaccga tgcccttgga attgacgagt acggtgggta gggggcgcga ggatccagac 1800 

atgataagat acattgatga gtttggacaa accacaacta gaatgcagtg aaaaaaatgc 1860 

tttatttgtg aaatttgtga tgctattgct ttatttgtaa ccattataag ctgcaataaa 1920 

caagttaaca acaacaattg cattcatttt atgtttcagg ttcaggggga ggtgtgggag 1980 

gttttttaaa gcaagtaaaa cctctacaaa tgtggtatgg ctgattatga tcctgcaagc 2040 

ctcgtcgtct ggccggacca cgctatctgt gcaaggtccc cggacgcgog ctccatgagc 2100 

agagcgcccg ccgccgaggc aagactcggg cggcgccctg cccgtcccac caggtcaaca 2160 

ggcggtaacc ggcctcttca tcgggaatgc gcgcgacctt cagcatcgcc ggcatgtccc 2220 

ctggcggacg ggaagtatca gctcgaccaa gcttggcgag attttcagga gctaaggaag 2280 

ctaaaatgga gaaaaaaatc actggatata ccaccgttga tatatcccaa tggcatcgta 2340 

aagaacattt tgaggcattt cagtcagttg ctcaatgtac ctataaccag accgttcagc 2400 

tgcattaatg aatcggccaa cgcgcgggga gaggcggttt gcgtattggg cgctcttccg 2460 

cttcctcgct cactgactcg ctgcgctcgg tcgttcggct gcggcgagcg gtatcagctc 2520 

actcaaaggc ggtaatacgg ttatccacag aatcagggga taacgcagga aagaacatgt 2580 
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gagcaaaagg ccagcaaaag gccaggaacc gtaaaaaggc cgcgttgctg gcgtttttcc 2640 

ataggctccg cccccctgac gagcatcaca aaaatcgacg ctcaagtcag aggtggcgaa 2700 

acccgacagg actataaaga taccaggcgt ttccccctgg aagctccctc gtgcgctctc 2760 

ctgttccgac cctgccgctt accggatacc tgtccgcctt tctcccttcg ggaagcgtgg 2820 

cgctttctca atgctcacgc tgtaggtatc tcagttcggt gtaggtcgtt cgctccaagc 2880 

tgggctgtgt gcacgaaccc cccgttcagc ccgaccgctg cgccttatcc ggtaactatc 2940 

gtcttgagtc caacccggta agacacgact tatcgccact ggcagcagcc actggtaaca 3000 

ggattagcag agcgaggtat gtaggcggtg ctacagagtt cttgaagtgg tggcctaact 3060 

acggctacac tagaaggaca gtatttggta tctgcgctct gctgaagcca gttaccttcg 3120 

gaaaaagagt tggtagctct tgatccggca aacaaaccac cgctggtagc ggtggttttt 3180 

ttgtttgcaa gcagcagatt acgcgcagaa aaaaaggatc tcaagaagat cctttgatct 3240 

tttctacggg gtctgacgct cagtggaacg aaaactcacg ttaagggatt ttggtcatga 3300 

gattatcaaa aaggatcttc acctagatcc ttttaaatta aaaatgaagt tttaaatcaa 3360 

tctaaagtat atatgagtaa acttggtctg acagttacca atgcttaatc agtgaggcac 3420 

ctatctcagc gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga 3480 

taactacgat acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc 3540 

cacgctcacc ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca 3600 

gaagtggtcc tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta 3660 

gagtaagtag ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg 3720 

tggtgtcacg ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc 3780 

gagttacatg atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg 3840 

ttgtcagaag taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt 3900 

ctcttactgt catgccatcc gtaagatgot tttctgtgac tggtgagtac tcaaccaagt 3960 

cattctgaga atagtgtatg cggcgaccga gttgctcttg cccggcgtca atacgggata 4020 
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ataccgcgcc acatagcaga actttaaaag tgctcatcat tggaaaacgt tcttcggggc 4080 

gaaaactctc aaggatctta ccgctgttga gatccagttc gatgtaaccc actcgtgcac 4140 

ccaactgatc ttcagcatct tttactttca ccagcgtttc tgggtgagca aaaacaggaa 4200 

ggcaaaatgc cgcaaaaaag ggaataaggg cgacacggaa atgttgaata ctcatactct 4260 

tcctttttca atattattga agcatttatc agggttattg tctcatgagc ggatacatat 4320 

ttgaatgtat ttagaaaaat aaacaaatag gggttccgcg cacatttccc cgaaaagtgc 4380 

cacctgacgt ctaagaaacc attattatca tgacattaac ctataaaaat aggcgtatca 4440 

cgaggccctt tcgtcttcac tcgaggtcga gggatccaga catgataaga tacattgatg 4500 

agtttggaca aaccacaact agaatgcagt gaaaaaaatg ctttatttgt gaaatttgtg 4560 

atgctattgc tttatttgta accattataa gctgcaataa acaagttaac aacaacaatt 4620 

gcattcattt tatgtttcag gttcaggggg aggtgtggga ggttttttaa agcaagtaaa 4680 

acctctacaa atgtggtatg gctgattatg atctctagtc aaggcactat acatcaaata 4740 

ttccttatta acccctttac aaattaaaaa gctaaaggta cacaattttt gagcatagtt 4800 

attaatagca gacactctat gcctgtgtgg agtaagaaaa aacagtatgt tatgattata 4860 

actgttatgc ctacttataa aggttacaga atatttttcc ataattttct tgtatagcag 4920 

tgcagctttt tcctttgtgg tgtaaatagc aaagcaagca agagttctat tactaaacac 4980 

agcatgactc aaaaaactta gcaattctga aggaaagtcc ttggggtctt ctacctttct 5040 

cttctttttt ggaggagtag aatgttgaga gtcagcagta gcctcatcat cactagatgg 5100 

catttcttct gagcaaaaca ggttttcctc attaaaggca ttccaccact gctcccattc 5160 

atcagttcca taggttggaa tctaaaatac acaaacaatt agaatcagta gtttaacaca 5220 

ttatacactt aaaaatttta tatttacctt agagctttaa atctctgtag gtagtttgtc 5280 

caattatgtc acaccacaga agtaaggttc cttcacaaag atccgggacc aaagcggcca 5340 

tcgtgcctcc ccactcctgc agttcggggg catggatgcg cggatagccg ctgctggttt 5400 

cctggatgcc gacggatttg cactgccggt agaactccgc gaggtcgtcc agcctcaggc 5460 



168/179 



WO 2004/079332 



PCT/JP2004/002696 



agcagctgaa ccaactcgcg aggggatcga gcccggggtg ggcgaagaac tccagcatga 5520 

gatccccgcg ctggaggatc atccagccgg cgtcccggaa aacgattccg aagcccaacc 5580 

tttcatagaa ggcggcggtg gaatcgaaat ctcgtgatgg caggttgggc gtcgcttggt 5640 

cggtcatttc gaaccccaga gtcccgctca gaagaactcg tcaagaaggc gatagaaggc 5700 

gatgcgctgc gaatcgggag cggcgatacc gtaaagcacg aggaagcggt cagcccattc 5760 

gccgccaagc tcttcagcaa tatcacgggt agccaacgct atgtcctgat agcggtccgc 5820 

cacacccagc cggccacagt cgatgaatcc agaaaagcgg ccattttcca ccatgatatt 5880 

cggcaagcag gcatcgccat gggtcacgac gagatcctcg ccgtcgggca tgcgcgcctt 5940 

gagcctggcg aacagttcgg ctggcgcgag cccctgatgc tcttcgtcca gatcatcctg 6000 

atcgacaaga ccggcttcca tccgagtacg tgctcgctcg atgcgatgtt tcgcttggtg 6060 

gtcgaatggg caggtagccg gatcaagcgt atgcagccgc cgcattgcat cagccatgat 6120 

ggatactttc tcggcaggag caaggtgaga tgacaggaga tcctgccccg gcacttcgcc 6180 

caatagcagc cagtcccttc ccgcttcagt gacaacgtcg agcacagctg cgcaaggaac 6240 

gcccgtcgtg gccagccacg atagccgcgc tgcctcgtcc tgcagttcat tcagggcacc 6300 

ggacaggtcg gtcttgacaa aaagaaccgg gcgcccctgc gctgacagcc ggaacacggc 6360 

ggcatcagag cagccgattg tctgttgtgc ccagtcatag ccgaatagcc tctccaccca 6420 

agcggccgga gaacctgcgt gcaatccatc ttgttcaatc atgcgaaacg atcctcatcc 6480 

tgtctcttga tcagatcttg atcccctgcg ccatcagatc cttggcggca agaaagccat 6540 

ccagtttact ttgcagggct tcccaacctt accagagggc gccccagctg gcaattccgg 6600 

ttcgcttgct gtccataaaa ccgcccagtc tagctatcgc catgtaagcc cactgcaagc 6660 

tacctgcttt ctctttgcgc ttgcgttttc ccttgtccag atagcccagt agctgacatt 6720 

catccggggt cagcaccgtt tctgcggact ggctttctac gtgttccgct tcctttagca 6780 

gcccttgcgc cctgagtgct tgcggcagcg tgttgctagc tttttgcaaa agcctaggcc 6840 
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tccaaaaaag cctcctcact acttctggaa tagctcagag gccgaggcgg cctcggcctc 6900 

tgcataaata aaaaaaatta gtcagccatg gggcggagaa tgggcggaac tgggcggagt 6960 

taggggcggg atgggcggag ttaggggcgg gactatggtt gctgactaat tgagatgcat 7020 

gctttgcata cttctgcctg ctggggagcc tggggacttt ccacacctgg ttgctgacta 7080 

attgagatgc atgctttgca tacttctgcc tgctggggag cctggggact ttccacaccc 7140 

taactgacac acattccaca gctgcctcgc gcgtttcggt gatgacggtg aaaacctctg 7200 

acacatgcag ctcccggaga cggtcacagc ttgtctgtaa gcggatgccg ggagcagaca 7260 

agcccgtcag ggcgcgtcag cgggtgttgg cgggtgtcgg ggcgcagcca tgacccagtc 7320 

acgtagcgat agcggagtgt atactggctt aactatgcgg catcagagca gattgtactg 7380 

agagtgcacc a 7391 

<210> 16 
<211> 7391 
<212> DNA 
<213> Artificial 

<220> 

<223> pTet-ON 
<400> 16 

ctcgaggagc ttggcccatt gcatacgttg tatccatatc ataatatgta catttatatt 60 

ggctcatgtc caacattacc gccatgttga cattgattat tgactagtta ttaatagtaa 120 

tcaattacgg ggtcattagt tcatagccca tatatggagt tccgcgttac ataacttacg 180 

gtaaatggcc cgcctggctg accgcccaac gacccccgcc cattgacgtc aataatgacg 240 

tatgttccca tagtaacgcc aatagggact ttccattgac gtcaatgggt ggagtattta 300 

cgctaaactg cccacttggc agtacatcaa gtgtatcata tgccaagtac gccccctatt 360 

gacgtcaatg acggtaaatg gcccgcctgg cattatgccc agtacatgac cttatgggac 420 

tttcctactt ggcagtacat ctacgtatta gtcatcgcta ttaccatggt gatgcggttt 480 

tggcagtaca tcaatgggcg tggatagcgg tttgactcac ggggatttcc aagtctccac 540 
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cccattgacg tcaatgggag tttgttttgg 
cgtaacaact ccgccccatt gacgcaaatg 
ataagcagag ctcgtttagt gaaccgtcag 
gacctccata gaagacaccg ggaccgatcc 
gattagataa aagtaaagtg attaacagcg 
aaggtttaac aacccgtaaa ctcgcccaga 
ggcatgtaaa aaataagcgg gctttgctcg 
accatactca cttttgccct ttaaaagggg 
ctaaaagttt tagatgtgct ttactaagtc 
cacggcctac agaaaaacag tatgaaactc 
aaggtttttc actagagaac gcgttatatg 
gttgcgtatt ggaagatcaa gagcatcaag 
ctgatagtat gccgccatta ttacgacaag 
agccagcctt cttattcggc cttgaattga 
gtgaaagtgg gtccgcgtac agccgcgcgc 
agggcctgct cgatctcccg gacgacgacg 
gcctgtcctt tctccccgcg ggacacacgc 
tcagcctggg ggacgagctc cacttagacg 
cgctagacga tttcgatctg gacatgttgg 
ccccccacga ctccgccccc tacggcgctc 
tgtttaccga tgcccttgga attgacgagt 
atgataagat acattgatga gtttggacaa 
tttatttgtg aaatttgtga tgctattgct 
caagttaaca acaacaattg cattcatttt 



caccaaaatc aacgggactt tccaaaatgt 600 

ggcggtaggc gtgtacggtg ggaggtctat 660 

atcgcctgga gacgccatcc acgctgtttt 720 

agcctccgcg gccccgaatt catatgtcta 780 

cattagagct gcttaatgag gtcggaatcg 840 

agcttggtgt agagcagcct acactgtatt 900 

acgccttagc cattgagatg ttagataggc 960 

aaagctggca agatttttta cgcaataacg 1020 

atcgcaatgg agcaaaagta cattcagata 1080 

tcgaaaatca attagccttt ttatgccaac 1140 

cactcagcgc tgtggggcat tttactttag 1200 

tcgctaaaga agaaagggaa acacctacta 1260 

ctatcgaatt atttgatcac caaggtgcag 1320 

tcatatgcgg attagaaaaa caacttaaat 1380 

gtacgaaaaa caattacggg tctaccatcg 1440 

cccccgaaga ggcggggctg gcggctccgc 1500 

gcagactgtc gacggccccc ccgaccgatg 1560 

gcgaggacgt ggcgatggcg catgccgacg 1620 

gggacgggga ttccccgggt ccgggattta 1680 

tggatatggc cgacttcgag tttgagcaga 1740 

acggtgggta gggggcgcga ggatccagac 1800 

accacaacta gaatgcagtg aaaaaaatgc 1860 

ttatttgtaa ccattataag ctgcaataaa 1920 

atgtttcagg ttcaggggga ggtgtgggag 1980 
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gttttttaaa gcaagtaaaa cctctacaaa 
ctcgtcgtct ggccggacca cgctatctgt 
agagcgcccg ccgccgaggc aagactcggg 
ggcggtaacc ggcctcttca tcgggaatgc 
ctggcggacg ggaagtatca gctcgaccaa 
ctaaaatgga gaaaaaaatc actggatata 
aagaacattt tgaggcattt cagtcagttg 
tgcattaatg aatcggccaa cgcgcgggga 
cttcctcgct cactgactcg ctgcgctcgg 
actcaaaggc ggtaatacgg ttatccacag 
gagcaaaagg ccagcaaaag gccaggaacc 
ataggctccg cccccctgac gagcatcaca 
acccgacagg actataaaga taccaggcgt 
ctgttccgac cctgccgctt accggatacc 
cgctttctca atgctcacgc tgtaggtatc 
tgggctgtgt gcacgaaccc cccgttcagc 
gtcttgagtc caacccggta agacacgact 
ggattagcag agcgaggtat gtaggcggtg 
acggctacac tagaaggaca gtatttggta 
gaaaaagagt tggtagctct tgatccggca 
ttgtttgcaa gcagcagatt acgcgcagaa 
tttctacggg gtctgacgct cagtggaacg 
gattatcaaa aaggatcttc acctagatcc 
tctaaagtat atatgagtaa acttggtctg 



tgtggtatgg ctgattatga tcctgcaagc 2040 

gcaaggtccc cggacgcgcg ctccatgagc 2100 

cggcgccctg cccgtcccac caggtcaaca 2160 

gcgcgacctt cagcatcgcc ggcatgtccc 2220 

gcttggcgag attttcagga . gctaaggaag 2280 

ccaccgttga tatatcccaa tggcatcgta 2340 

ctcaatgtac ctataaccag accgttcagc 2400 

gaggcggttt gcgtattggg cgctcttccg 2460 

tcgttcggct gcggcgagcg gtatcagctc 2520 

aatcagggga taacgcagga aagaacatgt 2580 

gtaaaaaggc cgcgttgctg gcgtttttcc 2640 

aaaatcgacg ctcaagtcag aggtggcgaa 2700 

ttccccctgg aagctccctc gtgcgctctc 2760 

tgtccgcctt tctcccttcg ggaagcgtgg 2820 

tcagttcggt gtaggtcgtt cgctccaagc 2880 

ccgaccgctg cgccttatcc ggtaactatc 2940 

tatcgccact ggcagcagcc actggtaaca 3000 

ctacagagtt cttgaagtgg tggcctaact 3060 

tctgcgctct gctgaagcca gttaccttcg 3120 

aacaaaccac cgctggtagc ggtggttttt 3180 

aaaaaggatc tcaagaagat cctttgatct 3240 

aaaactcacg ttaagggatt ttggtcatga 3300 

ttttaaatta aaaatgaagt tttaaatcaa 3360 

acagttacca atgcttaatc agtgaggcac 3420 
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ctatctcagc gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga 3480 

taactacgat acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc 3540 

cacgctcacc ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca 3600 

gaagtggtcc tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta 3660 

gagtaagtag ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg 3720 

tggtgtcacg ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc 3780 

gagttacatg atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg 3840 

ttgtcagaag taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt 3900 

ctcttactgt catgccatcc gtaagatgct tttctgtgac tggtgagtac tcaaccaagt 3960 

cattctgaga atagtgtatg cggcgaccga gttgctcttg cccggcgtca atacgggata 4020 

ataccgcgcc acatagcaga actttaaaag tgctcatcat tggaaaacgt tcttcggggc 4080 

gaaaactctc aaggatctta ccgctgttga gatccagttc gatgtaaccc actcgtgcac 4140 

ccaactgatc ttcagcatct tttactttca ccagcgtttc tgggtgagca aaaacaggaa 4200 

ggcaaaatgc cgcaaaaaag ggaataaggg cgacacggaa atgttgaata ctcatactct 4260 

tcctttttca atattattga agcatttatc agggttattg tctcatgagc ggatacatat .4320 

ttgaatgtat ttagaaaaat aaacaaatag gggttccgcg cacatttccc cgaaaagtgc 4380 

cacctgacgt ctaagaaacc attattatca tgacattaac ctataaaaat aggcgtatca 4440 

cgaggccctt tcgtcttcac tcgaggtcga gggatccaga catgataaga tacattgatg 4500 

agtttggaca aaccacaact agaatgcagt gaaaaaaatg ctttatttgt gaaatttgtg 4560 

atgctattgc tttatttgta accattataa gctgcaataa acaagttaac aacaacaatt 4620 

gcattcattt tatgtttcag gttcaggggg aggtgtggga ggttttttaa agcaagtaaa 4680 

acctctacaa atgtggtatg gctgattatg atctctagtc aaggcactat acatcaaata 4740 

ttccttatta acccctttac aaattaaaaa gctaaaggta cacaattttt gagcatagtt 4800 

attaatagca gacactctat gcctgtgtgg agtaagaaaa aacagtatgt tatgattata 4860 
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actgttatgc ctacttataa aggttacaga atatttttcc ataattttct tgtatagcag 4920 
tgcagctttt tcctttgtgg tgtaaatagc aaagcaagca agagttctat tactaaacac 4980 
agcatgactc aaaaaactta gcaattctga aggaaagtcc ttggggtctt ctacctttct 5040 
cttctttttt ggaggagtag aatgttgaga gtcagcagta gcctcatcat cactagatgg 5100 
catttcttct gagcaaaaca ggttttcctc attaaaggca ttccaccact gctcccattc 5160 
atcagttcca taggttggaa tctaaaatac acaaacaatt agaatcagta gtttaacaca 5220 
ttatacactt aaaaatttta tatttacctt agagctttaa atctctgtag gtagtttgtc 5280 

caattatgtc acaccacaga agtaaggttc cttcacaaag atccgggacc aaagcggcca 5340 

tcgtgcctcc ccactcctgc agttcggggg catggatgcg cggatagccg ctgctggttt 5400 

cctggatgcc gacggatttg cactgccggt agaactccgc gaggtcgtcc agcctcaggc 5460 

agcagctgaa ccaactcgcg aggggatcga gcccggggtg ggcgaagaac tccagcatga 5520 

gatccccgcg ctggaggatc atccagccgg cgtcccggaa aacgattccg aagcccaacc 5580 

tttcatagaa ggcggcggtg gaatcgaaat ctcgtgatgg caggttgggc gtcgcttggt 5640 

cggtcatttc gaaccccaga gtcccgctca gaagaactcg tcaagaaggc gatagaaggc 5700 

gatgcgctgc gaatcgggag cggcgatacc gtaaagcacg aggaagcggt cagcccattc 5760 

gccgccaagc tcttcagcaa tatcacgggt agccaacgct atgtcctgat agcggtccgc 5820 

cacacccagc cggccacagt cgatgaatcc agaaaagcgg ccattttcca ccatgatatt 5880 

cggcaagcag gcatcgccat gggtcacgac gagatcctcg ccgtcgggca tgcgcgcctt 5940 

gagcctggcg aacagttcgg ctggcgcgag cccctgatgc tcttcgtcca gatcatcctg 6000 

atcgacaaga ccggcttcca tccgagtacg tgctcgctcg atgcgatgtt tcgcttggtg 6060 

gtcgaatggg caggtagccg gatcaagcgt atgcagccgc cgcattgcat cagccatgat 6120 

ggatactttc tcggcaggag caaggtgaga tgacaggaga tcctgccccg gcacttcgcc 6180 

caatagcagc cagtcccttc ccgcttcagt gacaacgtcg agcacagctg cgcaaggaac 6240 

gcccgtcgtg gccagccacg atagccgcgc tgcctcgtcc tgcagttcat tcagggcacc 6300 
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ggacaggtcg gtcttgacaa aaagaaccgg gcgcccctgc gctgacagcc ggaacacggc 6360 

ggcatcagag cagccgattg tctgttgtgc ccagtcatag ccgaatagcc tctccaccca 6420 

agcggccgga gaacctgcgt gcaatccatc ttgttcaatc atgcgaaacg atcctcatcc 6480 

tgtctcttga tcagatcttg atcccctgcg ccatcagatc cttggcggca agaaagccat 6540 

ccagtttact ttgcagggct tcccaacctt accagagggc gccccagctg gcaattccgg 6600 

ttcgcttgct gtccataaaa ccgcccagtc tagctatcgc catgtaagcc cactgcaagc 6660 

tacctgcttt ctctttgcgc ttgcgttttc ccttgtccag atagcccagt agctgacatt 6720 

catccggggt cagcaccgtt tctgcggact ggctttctac gtgttccgct tcctttagca 6780 

gcccttgcgc cctgagtgct tgcggcagcg tgttgctagc tttttgcaaa agcctaggcc 6840 

tccaaaaaag cctcctcact acttctggaa tagctcagag gccgaggcgg cctcggcctc 6900 

tgcataaata aaaaaaatta gtcagccatg gggcggagaa tgggcggaac tgggcggagt 6960 

taggggcggg atgggcggag ttaggggcgg gactatggtt gctgactaat tgagatgcat 7020 

gctttgcata cttctgcctg ctggggagcc tggggacttt ccacacctgg ttgctgacta 7080 

attgagatgc atgctttgca tacttctgcc tgctggggag cctggggact ttccacaccc 7140 

taactgacac acattccaca gctgcctcgc gcgtttcggt gatgacggtg aaaacctctg 7200 

acacatgcag ctcccggaga cggtcacagc ttgtctgtaa gcggatgccg ggagcagaca 7260 

agcccgtcag ggcgcgtcag cgggtgttgg cgggtgtcgg ggcgcagcca tgacccagtc 7320 

acgtagcgat agcggagtgt atactggctt aactatgcgg catcagagca gattgtactg 7380 

agagtgcacc a 7391 

<210> 17 
<211> 5 
<212> PRT 
<213> Artificial 

<220> 

<223> amino acid 
<400> 17 
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I le Lys Val Ala Val 
1 5 

<210> 18 

<211> 3988 

<212> DNA 

<213> Artificial 

<220> 

<223> pTRE-d2EGFP 
<400> 18 

ctcgagttta ccactcccta tcagtgatag agaaaagtga aagtcgagtt taccactccc 60 
tatcagtgat agagaaaagt gaaagtcgag tttaccactc cctatcagtg atagagaaaa 120 
gtgaaagtcg agtttaccac tccctatcag tgatagagaa aagtgaaagt cgagtttacc 180 
actccctatc agtgatagag aaaagtgaaa gtcgagttta ccactcccta tcagtgatag 240 

agaaaagtga aagtcgagtt taccactccc tatcagtgat agagaaaagt gaaagtcgag 300 

ctcggtaccc gggtcgagta ggcgtgtacg gtgggaggcc tatataagca gagctcgttt 360 

agtgaaccgt cagatcgcct ggagacgcca tccacgctgt tttgacctcc atagaagaca 420 

ccgggaccga tccagcctcc gcggatggtg agcaagggcg aggagctgtt caccggggtg 480 

gtgcccatcc tggtcgagct ggacggcgac gtaaacggcc acaagttcag cgtgtccggc 540 

gagggcgagg gcgatgccac ctacggcaag ctgaccctga agttcatctg caccaccggc 600 

aagctgcccg tgccctggcc caccctcgtg accaccctga cctacggcgt gcagtgcttc 660 

agccgctacc ccgaccacat gaagcagcac gacttcttca agtccgccat gcccgaaggc 720 

tacgtccagg agcgcaccat cttcttcaag gacgacggca actacaagac ccgcgccgag 780 

gtgaagttcg agggcgacac cctggtgaac cgcatcgagc tgaagggcat cgacttcaag 840 

gaggacggca acatcctggg gcacaagctg gagtacaact acaacagcca caacgtctat 900 

atcatggccg acaagcagaa gaacggcatc aaggtgaact tcaagatccg ccacaacatc 960 
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gaggacggca gcgtgcagct cgccgaccac 
cccgtgctgc tgcccgacaa ccactacctg 
aacgagaagc gcgatcacat ggtcctgctg 
ggcatggacg agctgtacaa gaagcttagc 
gatgatggca cgctgcccat gtcttgtgcc 
gcctgtgctt ctgctaggat caatgtgtag 
agaggatcca gacatgataa gatacattga 
gtgaaaaaaa tgctttattt gtgaaatttg 
aagctgcaat aaacaagtta acaacaacaa 
ggaggtgtgg gaggtttttt aaagcaagta 
tgatcctgca agcctcgtcg tctggccgga 
gcgctccatg agcagagcgc ccgccgccga 
caccaggtca acaggcggta accggcctct 
gccggcatgt cccctggcgg acgggaagta 
ggagctaagg aagctaaaat ggagaaaaaa 
caatggcatc gtaaagaaca ttttgaggca 
cagaccgttc agctgcatta atgaatcggc 
gggcgctctt ccgcttcctc gctcactgac 
gcggtatcag ctcactcaaa ggcggtaata 
ggaaagaaca tgtgagcaaa aggccagcaa 
ctggcgtttt tccataggct ccgcccccct 
cagaggtggc gaaacccgac aggactataa 
ctcgtgcgct ctcctgttcc gaccctgccg 
tcgggaagcg tggcgctttc tcaatgctca 



taccagcaga acacccccat cggcgacggc 1020 

agcacccagt ccgccctgag caaagacccc 1080 

gagttcgtga ccgccgccgg gatcactctc 1140 

catggcttcc cgccggaggt ggaggagcag 1200 

caggagagcg ggatggaccg tcaccctgca 1260 

gaattcgagc tcggtacccg gggatcctct 1320 

tgagtttgga caaaccacaa ctagaatgca 1380 

tgatgctatt gctttatttg taaccattat 1440 

ttgcattcat tttatgtttc aggttcaggg 1500 

aaacctctac aaatgtggta tggctgatta 1560 

ccacgctatc tgtgcaaggt ccccggacgc 1620 

ggcaagactc gggcggcgcc ctgcccgtcc 1680 

tcatcgggaa tgcgcgcgac cttcagcatc 1740 

tcagctcgac caagcttggc gagattttca 1800 

atcactggat ataccaccgt tgatatatcc 1860 

tttcagtcag ttgctcaatg tacctataac 1920 

caacgcgcgg ggagaggcgg tttgcgtatt 1980 

tcgctgcgct cggtcgttcg gctgcggcga 2040 

cggttatcca cagaatcagg ggataacgca 2100 

aaggccagga accgtaaaaa ggccgcgttg 2160 

gacgagcatc acaaaaatcg acgctcaagt 2220 

agataccagg cgtttccccc tggaagctcc 2280 

cttaccggat acctgtccgc ctttctccct 2340 

cgctgtaggt atctcagttc ggtgtaggtc 2400 
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gttcgctcca agctgggctg tgtgcacgaa ccccccgttc agcccgaccg ctgcgcctta 2460 
tccggtaact atcgtcttga gtccaacccg gtaagacacg acttatcgcc actggcagca 2520 
gccactggta acaggattag cagagcgagg tatgtaggcg gtgctacaga gttcttgaag 2580 
tggtggccta actacggcta cactagaagg acagtatttg gtatctgcgc tctgctgaag 2640 
ccagttacct tcggaaaaag agttggtagc tcttgatccg gcaaacaaac caccgctg^t 2700 
agcggtggtt tttttgtttg caagcagcag attacgcgca gaaaaaaagg atctcaagaa 2760 

gatcctttga tcttttctac ggggtctgac gctcagtgga acgaaaactc acgttaaggg 2820 

attttggtca tgagattatc aaaaaggatc ttcacctaga tccttttaaa ttaaaaatga 2880 

agttttaaat caatctaaag tatatatgag taaacttggt ctgacagtta ccaatgctta 2940 

atcagtgagg cacctatctc agcgatctgt ctatttcgtt catccatagt tgcctgactc 3000 

cccgtcgtgt agataactac gatacgggag ggcttaccat ctggccccag tgctgcaatg 3060 

ataccgcgag acccacgctc accggctcca gatttatcag caataaacca gccagccgga 3120 

agggccgagc gcagaagtgg tcctgcaact ttatccgcct ccatccagtc tattaattgt 3180 

tgccgggaag ctagagtaag tagttcgcca gttaatagtt tgcgcaacgt tgttgccatt 3240 

gctacaggca tcgtggtgtc acgctcgtcg tttggtatgg cttcattcag ctccggttcc 3300 

caacgatcaa ggcgagttac atgatccccc atgttgtgca aaaaagcggt tagctccttc 3360 

ggtcctccga tcgttgtcag aagtaagttg gccgcagtgt tatcactcat ggttatggca 3420 

gcactgcata attctcttac tgtcatgcca tccgtaagat gcttttctgt gactggtgag 3480 

tactcaacca agtcattctg agaatagtgt atgcggcgac cgagttgctc ttgcccggcg 3540 

tcaatacggg ataataccgc gccacatagc agaactttaa aagtgctcat cattggaaaa 3600 

cgttcttcgg ggcgaaaact ctcaaggatc ttaccgctgt tgagatccag ttcgatgtaa 3660 

cccactcgtg cacccaactg atcttcagca tcttttactt tcaccagcgt ttctgggtga 3720 

gcaaaaacag gaaggcaaaa tgccgcaaaa aagggaataa gggcgacacg gaaatgttga 3780 

atactcatac tcttcctttt tcaatattat tgaagcattt atcagggtta ttgtctcatg 3840 
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agcggataca tatttgaatg tatttagaaa aataaacaaa taggggttcc gcgcacattt 3900 
ccccgaaaag tgccacctga cgtctaagaa accattatta tcatgacatt aacctataaa 3960 
aataggcgta tcacgaggcc ctttcgtc 3988 
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